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15 10 15 

Ser Glu lie lie Phe Leu Asp Ser Tyr Pro Gin lie Ala Ser Ser Arg 

20 25 30 

Ser Asp lie Ser Thr Tyr Phe Asp lie Ala Pro Ser Leu Arg Asn Phe 

35 .40 45 

Tyr Ala Ser Leu Thr Gin Ala Lys Ala Leu Asn lie Ser Val Ser Met 

50 55 60 

Phe Ser Pro Asn Thr Lys Gin Gly Gin Cys Ser Asp Cys Trp Gly Leu 
65 70 75 80 

Gly Tyr Gin Trp lie Asp Arg Ala Phe Tyr Ala Met Glu Lys Arg Pro 

85 90 95 

Cys Pro Thr Cys Gly Gly Phe Arg Val Gin Pro Leu lie Gin Glu Val 

100 105 110 

Val Tyr Glu Gly Lys His Phe Gly Gin Leu Leu Gin Ala Ser Leu Asn 

115 120 125 

Glu Val Ala Glu Thr Phe Ser Phe Leu Lys Lys lie Gin Lys Pro Leu 

130 135 140 

His Thr Leu He Thr Asn Gly Leu Gly Tyr Leu Ser Leu Gly Gin Asn 
145 150 155 160 

Met Ala Ser Leu Ser Leu Ser Glu Lys He Ala He Lys Leu Thr Lys 

165 170 175 

His Leu Phe Leu Pro Pro Lys His Pro Thr Leu Phe Leu Leu Asp Glu 

180 185 190 

lie Ala Thr Ser Leu Asp Asn Gin Gin Gin Ser Ala Leu Leu Val Gin 

195 200 205 

Leu Asn Thr Leu Val Ser Leu Gly His Thr Val Val He He Glu Asn 

210 215 220 

His Pro Ala Phe Ser Gin Gin Ala Asp Phe Trp He Gin Met Gly Arg 
225 230 235 240 

Lys Thr Asp Asn His lie Leu Phe Ala Gly Pro Asn Pro Asn Leu Ser 
245 250 255 

Phe Thr 



(2) INFORMATIONS POUR LA SEQ ID NO: 98: 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 189 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 9407 1 94 63 7 ) 



(xi) 


DESCRIPTION DE LA 


SEQUENCE : SEQ ID NO: 


: 98 : 










He 


Gly 


Leu 


Leu 


Asp Arg 


Val 


Gly 


Leu 


Gly 


Tyr 


Val 


He 


Leu 


Gly 


Gin 


1 








5 








10 










15 




Glu 


Gin 


Gin 


Ser 


Leu Ser 


Asp 


Gly 


Glu 


His 


Tyr 


Arg 


Leu 


Leu 


Leu 


Ala 








20 








25 










30 






Lys 


Ala 


Phe 


Ser 


Ser Gly 


Leu 


Thr 


Asp 


Val 


He 


Tyr 


Leu 


Leu 


Glu 


Asp 






35 








40 










45 








Pro 


Leu 


Ala 


Gly 


He His 


Pro 


Glu 


Asp 


Ala 


Pro 


Cys 


Leu 


Leu 


Ala 


Val 




50 








55 










60 










He 


Lys 


Lys 


Leu 


Val Thr 


Asn 


His 


Asn 


Thr 


Val 


He 


Val 


Thr 


Asp 


Arg 


65 








70 










75 










80 
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Glu Gly Ser Leu Ala Glu His Ala Asp Tyr Leu Leu His Leu Gly Pro 

85 90 95 

Glu Pro Gly Pro Asn Gly Gly Tyr Leu Leu Ser Thr Ser Ala Leu Lys 

100 105 110 

Gin Ser Gin Pro Val Leu Cys Asn Thr Arg Ser Ser Glu Glu Thr Pro 

115 120 125 

Gin Leu Ser Val Ser Val Ser Thr Ser Met lie Gin lie Glu Asn Leu 

130 135 . - ■ 140 

Ala Phe Pro Leu Gin Arg Leu Ser Thr lie Ser Gly Val Ser Gly Ser 
145 150 155 160 

Gly Lys Thr Thr Leu Leu Asn Ser He Tyr Glu His Ala Ala Leu Phe 

165 170 175 

Leu Lys Arg He Leu Leu Tyr Ser Gin Lys Leu Phe Phe 

180 185 



(2) INFORMATIONS POUR LA SEQ ID NO : 99: 

(i) C ARAC TER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 1224 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 94 628 9 82 9 9 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 99: 



Asn 


Ser 


Cys 


His 


Ser 


Arg 


Trp 


Asn 


Ser 


Thr 


Asp 


Phe 


Ala 


Arg 


Ser 


Ser 


1 






5 










10 










15 




Ser 


Arg 


Gin 


Asp 


Val 


Leu 


Thr 


Val 


Arg 


Glu 


Cys 


Leu 


Arg 


Gin 


Gly 


Phe 






20 










25 










30 






Thr 


Lys 


Val 


Leu 


He 


Asp 


Glu 


Glu 


Val 


Val 


Pro 


He 


His 


Lys 


Phe 


Leu 




35 










40 










45 








Thr 


Thr 


Gly 


He 


Pro 


Val 


Pro 


Gly 


Gin 


Leu 


He 


Val 


Asp 


Thr 


Leu 


He 




50 










55 










60 










Lys 


Asn 


Thr 


Ser 


Asn 


Thr 


Pro 


Arg 


Leu 


Lys 


Val 


Ser 


Leu 


Phe 


Thr 


Thr 


65 










70 










75 










80 


Leu 


Asp 


He 


Gly 


His 


Gly 


Glu 


Cys 


Ser 


Leu 


His 


Phe 


Asp 


Asn 


Gin 


Lys 








85 










9 0 










95 




Arg 


Val 


Phe 


Ser 


Thr 


Gin 


Ala 


Thr 


Leu 


Pro 


Glu 


Thr 


Gin 


Gin 


Thr 


Tyr 






100 










105 










110 






Ala 


Pro 


Leu 


Ser 


Pro 


Asp 


Leu 


Phe 


Ser 


Ser 


His 


Ser 


His 


Lys 


Asp 


Arg 






115 










120 










125 








Cys 


Pro 


Gin 


Cys 


Gin 


Gly 


Ser 


Gly 


He 


Phe 


He 


Ser 


He 


Asp 


Asp 


Pro 


130 










135 










140 










Cys 


He 


He 


Gin 


Gin 


Thr 


Leu 


Ser 


He 


Glu 


Asp 


Asn 


Cys 


Cys 


Pro 


Phe 


145 










150 










155 










1 6 0 


Ala 


Gly 


Asn 


Cys 


Ser 


Thr 


Phe 


Leu 


Tyr 


Arg 


Thr 


He 


Tyr 


Gin 


Ser 


Leu 








165 










170 










175 




Ala 


Asp 


Ser 


Leu 


Gly 


Phe 


Ser 


Leu 


Ser 


Thr 


Pro 


Trp 


Gin 


Asn 


Leu 


Ser 






180 










185 










190 






Pro 


Glu 


lie 


Gin 


His 


He 


Phe 


Leu 


Tyr 


Gly 


Lys 


Glu 


Gly 


Leu 


Ser 


He 






195 










200 










205 








Pro 


Val 


Lys 


Leu 


Phe 


Asp 


Gly 


Thr 


Leu 


Gly 


Lys 


Lys 


Thr 


Gin 


Thr 


His 




210 










215. 










220 










Lys 


Gin 


Trp 


Lys 


Gly 


Val 


Leu 


Asn 


Glu 


He 


Gly 


Glu 


Lys 


He 


Arg 


Phe 
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225 230 235 240 

Ser Asn Lys Pro Ala Arg Tyr Leu Pro Lys Gly Thr Ser Tyr Thr Val 

245 250 255 

Cys Pro Arg Cys Asn Lys Thr Gly Leu Ser Asp Tyr Ala Asn Ala Thr 

260 265 270 

Arg Trp His Gly Lys Ser Phe Ala Asp Phe Gin Gin Met Ser Leu Gin 

275 280 285 

Glu Leu Phe lie Phe Leu Asn Gin Leu Pro Lys Lys Glu Leu Ala lie 

290 295 300 

Glu Glu Val lie Gin Gly Phe Lys Ser Arg Leu Ala lie Leu He Asp 
305 310 315 320 

Leu Gly Leu Pro Tyr Leu Ser Pro Glu Arg Ala He Asp Thr Leu Ser 

325 330 335 

Gly Gly Glu Arg Glu Arg Thr Ala Leu Ala Lys His Leu Gly Ala Glu 

340 345 350 

Leu He Gly Val Met Tyr He Leu Asp Glu Pro Ser He Gly Leu His 

355 360 365 

Pro Gin Asp Thr His Lys Leu Met Asn Val He Arg Arg Leu Arg Asp 

370 375 380 

Gin Gly Asn Thr Val Leu Leu Val Glu His Asp Glu Gin Met lie Ser 
385 390 395 400 

Leu Ala Asp Arg Val He Asp He Gly Pro Gly Ala Gly He Phe Gly 

405 410 415 

Gly Glu Val Val Phe Asn Gly Ser Pro Arg Glu Phe Leu Ala Lys Ser 

420 425 430 

Asp Ser Leu Thr Ala Gin Tyr Leu Arg Gin Glu Gin His He Ser Val 

435 440 445 

Pro Ala Lys Arg Thr Asn Ser Leu Gly Thr He Thr Leu Ser Lys Ala 

450 455 460 

Asn Lys His Asn Leu Lys Asp Leu Thr Val Ser He Pro Leu Gly Gin 
465 470 475 480 

Met Thr Val Val Thr Gly Val Ser Gly Ser Gly Lys Ser Ser Leu lie 

485 490 495 

Asn Asp Thr Leu Val Pro Cys Val Glu Glu Phe He Glu Gin Gly Phe 

500 505 510 

Cys Ser Thr Leu Ser He Gin Gly Ala Leu Ser Arg Leu Val His He 

515 520 . * 525 

Asn Arg Asp Leu Pro Gly Arg Ser Gin Arg Ser He Pro Leu Thr Tyr 

530 535 540 

He Lys Ala Phe -Asp Glu Val Arg Gin Leu Phe Ala Glu Gin Pro Arg 
545 550 555 560 

Cys Lys Thr Leu Gly Leu Thr Lys Ser His Phe Ser Phe Asn Thr Pro 

565 570 575 

Leu Gly Ala Cys Ala Glu Cys Gly Gly Leu Gly Ser He Thr Thr Thr 

580 585 590 

Asp Asn Arg Asp Ser He Thr Cys Pro Ser Cys Leu Gly Lys Arg Phe 

595 600 605 

Leu Pro Gin Val Leu Glu Val Arg Tyr Lys Asn Lys Thr He Ala Asp 

610 615 620 

He Leu Glu Met Thr Ala Tyr Glu Ala Lys Asn Phe Phe Leu Asp Glu 
625 630 635 640 

Pro Ser He His Gin Lys He Glu Thr Leu Cys Thr Leu Gly Leu Gin 

645 650 655 

Tyr Leu Pro Leu Gly Arg Pro Leu Tyr Ser Leu Ser Gly Gly Glu He 

660 665 670 

Gin Arg Leu Lys Leu Ala Tyr Glu Leu Leu Ala Pro Val Lys His Pro 

675 680 685 

Thr Leu Tyr Val Leu Asp Glu Pro Thr Thr Gly Leu His Thr His Asp 
690 695 700 
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Val Lys Gin Leu lie Tyr Val Val Gin Ser Leu He His Gin Gly His 
705 710 715 720 

Ser Val He He He Glu His Asn Met His Val Val Lys Val Ala Asp 

725 730 735 

Tyr He Leu Glu Leu Gly Pro Glu Gly Gly Asn Lys Gly Gly Tyr Leu 

740 745 750 

He Ala Ser Cys Ser Pro Glu Glu Leu He His Lys His Thr Pro Thr 

755 760 765 

Ala He Ala Leu Arg Pro Phe Leu Ser Ser Pro Gin Glu Leu Pro Tyr 

770 775 780 

Leu Pro Asp Pro Ser Pro Lys Pro Pro Val Pro Ala Ala He Thr He 
785 ■ 790 • 795 800 

Ala Asn Ala His Gin- Tyr Asn Leu Lys His He Asp Leu Ser He Pro 

805 810 815 

Arq Tyr Ala Leu Thr Ala Val Thr Gly Pro Ser Ala Ser Gly Lys His 

820 825 830 

Ser Leu Val Phe Asp He Leu His Ala Ala Gly Asn He Ala Tyr Ala 

835 840 845 

Glu Leu Phe Pro Pro Tyr He Arg Gin Ala Leu He Lys Lys Thr Pro 

850 855 860 

Leu Pro Ala Val Asp Lys Val Thr Gly Leu Ser Pro Val He Ala He 
865 870 875 880 

Glu Lys Thr Ser Ala Ser Arg Asn Ser Asn His Ser Val Ala Ser Ala 

, 885 890 895 

Leu Glu He Ser Glu Met Leu Glu Ser Leu Phe Thr Arg He Gly His 

900 905 910 

Pro Tyr Ser Pro He Ser Gly Asp Ala Leu Arg Thr He Ser Pro Glu 

915 .920 925 

Thr He Ala Glu Glu Leu Leu Thr His Tyr Thr Lys Gly Tyr Val Thr 

930 935. 940 

He Thr Val Pro Phe Pro Lys Glu Glu Glu Phe Phe Ser Tyr Thr Gin 
945 950 955 960 

Glu Met Leu Gin Glu Gly Phe Leu Lys Leu Tyr Ala Asn Glu Gin Phe 

965 970 975 

Tyr Asp Leu Asp Gly Pro Phe Pro Thr Ser Leu Glu Asn Pro Ala Leu 

980 985 990 

Val He His His Val Lys He Leu Glu Lys Asn Leu Pro Ser Leu Leu 

995 • 1000 1005 

Ala Ser Leu Thr Leu Ala Phe Ser Lys Ala Ser Ser Val Cys Leu His 

1010 ■ 1015 < 1020 

He Glu Tyr Ala Gly Thr Ser Leu Ser Lys Thr Tyr Arg Gin Gly Leu 
1025 1030 1035 1040 

Gin Asp Ala Ser Gly Asn Leu Phe Pro Asn He Glu Thr Pro Ser He 

1045 • _ 1050 1055 

Leu Asn His Glu Ser Tyr Leu Cys Pro Leu Cys His Gly Lys Gly Phe 

1060 1065 1070 

Leu Ser Thr Cys Ser lie Leu Pro His Lys Lys Arg Phe Ala Gin His 

1075 1080 1085 

Thr Pro He Ser Leu. Phe' Thr Ser Leu Phe Pro Asn Gin Asp Pro Ser 

1090 1095 HOO 

Pro He Tyr Pro Leu Leu Asn Glu Leu Gly He Pro Ser He Ala Leu 
H05 1110 1H5 1120 

Phe Gin Glu He Asp Val Leu Ser Phe Glu Ser Leu Cys Leu Gly Thr 

1125 ■ H30 H35 

Gin Gin His Leu Gly Leu Asn Ala Leu. Cys Thr Lys Ala Met Leu Met 

1140 H45 H50 

Glu Ser Glu Glu Asp Phe Pro Pro Asp Leu He Ser Lys Thr Pro Cys 

1155 1160 H65 

Asn Gin Cys Gin Gly Leu Gly Val Tyr Thr Tyr Lys His Cys He Arg 
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1170 1175 1180 

lie His Ser lie Ser Leu Ser Glu lie Tyr Gin Ser Asn Val Ala Phe 
1185 1190 1195 1200 

Leu Lys Lys Leu Leu Leu Ser Val Glu Glu Glu Pro Ser Leu Val Gin 

1205 1210 1215 

Asp lie Leu Ser Arg Leu Ala Phe 
1220 



(2) INFORMATIONS POUR LA SEQ ID NO: 100: 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 01 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 9 81 13 9 87 1 5 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 100: 



Met 


Ser 


Ser 


He 


Val 


Arg 


Leu 


Ser 


Gly 


He 


Thr 


Val 


Arg 


Asn 


Leu 


Lys 


1 








5 










10 










15 




Asn 


He 


Thr 


Val 


Glu 


Phe 


Cys 


Pro 


Arg 


Glu 


He 


Val 


Leu 


Phe 


Thr 


Gly 








20 










25 










30 






Val 


Ser 


Gly 


Ser 


Gly 


Lys 


Ser 


Ser 


Leu 


Ala 


Phe 


Asn 


Thr 


He 


Tyr 


Ala 






35 










40 










45 








Ala 


Gly 


Arg 


Lys 


Arg 


Tyr 


Leu 


Ala 


Thr 


Leu 


Pro 


Ser 


Phe 


Phe 


Ala 


Thr 




50 










55 










60 










Lys 


Leu 


Asp 


Ser 


Leu 


Pro 


Asp 


Pro 


Ser 


Val 


Lys 


Lys 


He 


Glu 


Gly 


Leu 


65 










70 . 










75 










80 


Ser 


Pro 


Thr 


Val 


Ala 


Val 


Lys 


Gin 


Asn 


Phe 


Phe 


Glu 


Gin 


His 


Val 


His 










85 • 










90 










95 




Ala 


Thr 


Val 


Gly 


Ser 


•Thr 


Thr 


Glu 


He 


Asn 


Ser 


Tyr 


Leu 


Ala 


Leu 


Leu 








100 










105 










110 






Phe 


Ser 


Leu 


Glu 


Gly 


Gin 


Ala 


Tyr 


Asp 


Pro 


Val 


Thr 


Leu 


His" 


Pro 


Leu 






115 










120 










125 








Thr 


Leu 


Tyr 


Ser 


Lys 


GlU 


Lys 


He 


Leu 


Ser 


Glu 


He 


Ala 


Ala 


He 


Pro 




130 










135 










140 










Asp 


Gly 


Thr 


Gin 


Leu 


Thr 


Leu 


Leu 


Ala 


Pro 


Leu 


Pro 


Ala 


Arg 


Met 


Phe 


145 










150 










155 










160 


Leu 


Pro 


Phe 


Glu 


Asn 


Val 


S_er 


Val 


Lys 


Gly 


Leu 


Pro 


Lys 


Ser 


Ser 


Leu 










.165 










170 










175 




Met 


Lys 


Arg 


Leu 


Phe 


Leu 


Phe 


lie 


Ser 


Phe 


Leu 


Gin 


Gin 


Ala 


Phe 


Leu 








180 










185 










190 






Phe 


Pro 


Val 


Asn 


Ser 


Leu 


Ser 


He 


Arg 




















195 










200 



















(2) INFORMATIONS POUR LA SEQ ID NO: 101: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 49 6 acides amines 

(E) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: complement ( 9 874 1 1 0 02 28 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 101: 

lie Phe Tyr Ser Leu lie Pro Val Ser Arg Phe Met lie Ala Arg Thr 

1 5 10* 15 

Lys lie lie Cys Thr lie Gly Pro Ala Thr Asn Thr Pro Glu Met Leu 

20 25 30 

Glu Lys Leu Leu Asp Ala Gly Met Asn Val Ala Arg Leu Asn Phe Ser 

35 40 45 

His Gly Thr His Glu Ser His Gly Arg Thr lie Ala lie Leu Lys Glu 

50 55 60 

Leu Arg Glu Lys Arg Gin Val Pro Leu Ala lie Met Leu Asp Thr Lys 
65 70 75 80 

Gly Pro Glu lie Arg Leu Gly Gin Val Glu Ser Pro lie Lys Val Gin 

85 90 95 

Pro Gly Asp Arg Leu Thr Leu Val Ser Lys Glu lie Leu Gly Ser Lys 

100 105 110 

Glu Ser Gly Val Thr Leu Tyr Pro Ser Cys Val Phe Pro Tyr Val Arg 

115 120 125 

Glu Arg Ala Pro Val Leu lie Asp Asp Gly Tyr lie Gin Ala Val Val 

130 135 140 

Val Asn Ala Gin Glu His Met Val Glu lie Glu Phe Gin Asn Ser Gly 
145 150 155 160 

Glu lie Lys Ser Asn Lys Ser Leu Ser lie Lys Asp lie Asp Val Ala 

165 170 175 

Leu Pro Phe Met Thr Glu Lys Asp lie Ala Asp Leu Lys Phe Gly Val 

180 185 190 

Glu Gin Glu Leu Asp Leu lie Ala Ala Ser Phe Val Arg Cys Asn Glu 

195 2.00 . 205 

Asp lie Asp Ser Met Arg Lys Val Leu Glu Ser Phe Gly Arg Pro Asn 

210 215 1 220 

Met Pro lie lie Ala Lys lie Glu Asn His Leu Gly Val Gin Asn Phe 
225 230 235 240 

Gin Glu lie Ala Arg Ala Ala Asp Gly lie Met lie Ala Arg Gly Asp 

245 250 255 . 

Leu Gly lie Glu Leu Ser lie Val Glu Val Pro Gly Leu Gin Lys Phe 

260 • 265 270 

Met Ala Arg Ala Ser Arg Glu Thr Gly Arg Phe Cys lie Thr Ala Thr 

275 280 285 

Gin Met Leu Glu Ser Met lie Arg Asn Pro Leu Pro Thr Arg Ala Glu 

29 0 25.5 3 00 

Val Ser Asp Val Ala Asn Ala lie Tyr Asp Gly Thr Ser Ala Val Met 
305 310 - 315 320 

Leu Ser Gly Glu Thr Ala Ser Gly Ala His Pro Val His Ala Val Lys 

325 330 335 

Thr Met Arg Ser lie lie Gin Glu Thr Glu Lys Thr Phe Asp Tyr His 

340 345 350 

Ala Phe Phe Gin Leu Asn Asp Lys Asn Ser Ala Leu Lys Val Ser Pro 

355 360 365 

Tyr Leu Glu Ala lie Gly Phe Ser Gly lie Gin He Ala Glu Lys Ala 

370 . 375 380 

Ser Ala Lys Ala He He Val Tyr Thr Gin Thr Gly Gly Ser Pro Met 
385 390 395 400 

Phe Leu Ser Lys Tyr Arg Pro Tyr Leu Pro He He Ala Val Thr Pro 

405 - . . 410 415 

Asn Arg Asn Val Tyr Tyr Arg Leu Ala Val Glu Trp Gly Val Tyr Pro 
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420 

Met Leu Thr Leu Glu Ser Asn Arg 
435 440 
Val Tyr Gly Val Glu Lys Giy lie 

450 455 
Val Phe Ser Arg Gly Ala Gly Met 
465 470 
Thr Thr Val His Asp Ala Leu Ser 
485 



425 430 
Thr Val Trp Arg His Gin Ala Cys 
445 

Leu Ser Asn Tyr Asp Lys lie Leu 
460 

Gin Asp Thr Asn Asn Leu Thr Leu 
475 480 
Pro Ser Leu Asp Glu lie Val Pro 
490 495 



(2) INFORMATIONS POUR LA SEQ ID NO: 102: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 337 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 1003 37 .. 1 01347 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 102: 

Lys Arg Pro lie Arg Tyr His Gly Val Lys Ala His Phe Gin Asn Thr 

15 10 15 

Ser Leu Lys Lys Thr Ser Gly Asn Val Glu Leu Gin Thr Pro lie Ser 

20 25 30 

Phe Pro Gin His Ala Gly Asn lie Leu Cys Arg Leu Gly Lys Lys Tyr 

35 40 45 

Pro Gin Leu Gin Val Val Thr Pro Ala Met Ser Leu Gly Ser Cys Leu 

50 55 60 

Glu Asp Phe Arg Lys Gin Phe Pro Asp Arg Phe Thr Asp Val Gly lie 
65 70 75 80 

Ala Glu Gly His Ala Val Thr Phe Ser Ala Gly lie Ala Arg Ser Gly 

85 90 95 

Thr Pro Val Cys Cys Ser lie Tyr Ser Thr Phe Leu His Arg Ala Met 

100 105 110 

Asp Asn Val Phe His Asp Val Cys Met Gin Glu Leu Pro Val lie Phe 

115 120 125 

Ala lie Asp Arg Ala Gly Leu Ala Phe His Asp Gly Arg Ser His His 

130 135 140 

Gly lie Tyr Asp Leu Gly Hhe Leu Cys Ser Met Pro Asn Met Val lie 
145 150 155 160 

Cys Gin Pro Arg Asn Ala Leu Val. Leu Glu Arg Leu Phe Phe Ser Ser 

165 170 175 

Leu Leu Trp Lys Ser Pro Cys Ala lie Arg Tyr Pro Asn lie Pro Ala 

• 180. 185 190 

Asn Glu Lys Ala Ser Asn Ser Ser Phe Pro Phe Ser Pro lie Leu Pro 

195 200 205 

Gly Glu Ala Glu lie Leu Cys Gin Gly Asp Asp Leu Leu Leu lie Ala 

210 215 220 

Leu Gly His- Met" Cys Asn Thr Ala Leu Thr Val Lys Glu His Leu Leu 
225 230 235 240 

Asp Tyr Gly lie Ser Thr Thr Val Val Asp Pro He Phe He Lys Pro 

245 250 255 

Leu Asp Arg Lys Leu Leu Gin Ser Leu Leu Thr His His Ser Lys Val 
260 265 270 
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lie lie Leu Glu Glu His Ser lie Kis Gly Gly Leu Gly Ser Glu Phe 

275 280 285 

Leu Leu Phe Leu Asn Gin His Asn lie Lys Ala Asp Val Leu Ser Leu 

290 295 300 

Gly Val Pro Asp Met Xaa lie Pro His Gly Asn Pro Glu Leu Phe Lys 
305 310 315 320 

Phe Asp Trp Thr His Gin Arg Ser His His Ser Thr Asn Pro Phe Ser 
325 330 335 

Phe 



(2) INFORMATIONS POUR LA SEQ ID NO: 103: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 29 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 1 013 23 1022 1 0 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 103: 



Met 


Thr 


Tyr 


Ser 


Leu 


Leu 


Pro 


His 


He 


His 


Ser 


Pro 


Gin 


Asp 


Leu 


His 


1 








5 










10 










15 




Ala 


Leu 


Ser 


Leu 


Asp 


Lys 


Leu 


Pro 


Val 


Leu 


Cys 


Asp 


Glu 


He 


Arg 


Asn 








20 










25 










30 






Lys 


He 


He 


Glu 


Ser 


Leu 


Ser 


Leu 


Thr 


Gly 


Gly 


His 


Leu 


Ala 


Ser 


Asn 






35 . 










40 










45 








Leu 


Gly 


Gly 


Val 


Glu 


Leu 


Thr 


Val 


Ala 


Leu 


His 


Tyr 


Val 


Phe 


Ser 


Ser 




50 










55 










60 










Pro 


Asp 


Asp 


Gin 


Phe 


He 


Phe 


Asp 


Val 


Gly 


His 


Gin 


Ser 


Tyr 


Val 


His 


65 










70 










75 










80 


Lys 


Leu 


Leu 


Thr 


Gly 


Arg 


Asn 


Thr 


Glu 


Ala 


Phe 


Ser 


Asn 


He 


Arg 


His 










85 










90 










95 




Asp 


Asn 


Gly 


Leu 


Ser 


Gly 


Phe 


Thr 


Thr 


Pro 


Gin 


Glu 


Ser 


Asn 


His 


Asp 








100 










105 










110 






He 


Phe 


Phe 


Ser 


Gly 


His 


Ala 


Gly 


Asn 


Ala 


Leu 


Ser 


Leu 


Ala 


Leu 


Gly 






115 










120 










125 








Leu 


Ala 


Lys 


Gly 


Ser 


Ser 


Asn 


Ser 


Ser 


Ser 


His 


He 


Leu 


Pro 


He 


Leu 




130 










135 










140 










Gly 


Asp 


Ala 


Ala 


Phe 


Ser 


Cys 


Gly 


Leu 


Thr 


Leu 


Glu 


Ala 


Leu 


Asn 


Asn 


145 










150 










155 










160 


He 


Pro 


Ala 


Asp 


Leu 


Ser 


Lys 


Phe 


He 


He 


Val 


Leu 


Asn 


Asp 


Asn 


Gin 










165. 










170 










175 




Met 


ser 


He 


Ser 


Glu 


Asn 


Val 


Gly 


Asn 


He 


Pro 


Gin 


Gly 


He 


Ser 


Gin 








180 










185 










190 






Trp 


He 


Tyr 


Pro 


Gin 


Lys 


He 


Ser 


Lys 


Leu 


Ser 


Gin 


Lys 


He 


His 


Ser 






195 










2 00 










205 








Trp 


He 


Gin 


Asn 


Leu 


Pro 


Ser 


Phe 


Leu 


His 


Lys 


Lys 


Lys 


Thr 


Leu 


Ser 




210 










215 










220 










His 


Lys 


Val 


Asp 


He 


Ala 


Leu 


Lys 


Ser 


Leu 


Ser 


His 


Pro 


Leu 


Phe 


Glu 


225 










230 










235 










240 


Gin 


Phe 


Gly 


Leu 


His 


Tyr 


Val 


Gly 


Pro 


He 


Asp 


Gly 


His 


Asn 


Val 


Lys 










245 










250 










255 




Lys 


Leu 


Val 


Gin 


Ala 


Leu 


Gin 


Met 


He 


Lys 


Asp 


Gin 


Pro 


Gin 


Pro 


He 



887 



260 265 270 

Leu Phe His Val Cys Thr Val Lys Gly Asn Gly Leu Thr Glu Ala Glu 

275 280 285 

Arg Asp Arg Phe Ala lie Met Glu 
290 295 



(2) INFORMATIONS POUR LA SEQ ID NQ : 104: 

(i> CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR:. 92 • acides. amines 

(B) TYPE: acide amine 

(D) CONFIGURATION,: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 1 022 10 102485 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 104: 

Pro Val Met Gin Glu lie Ser Val Pro Glu Ala Ser His Leu Asp Thr 

15 10 15 

Val lie Gin Arg Leu Leu Val Leu Gin Lys Ala Leu Glu Asp Cys His 

20 25 30 

Ser Val Glu Ala lie Leu Ala lie Tyr Glu Glu Met Phe Ser Leu lie 

35 40 45 

Gin Glu Gly Glu Thr Asn Leu Asn His Val Glu Gin Leu Ser Phe Gin 

50 55 60 

Leu Gin Leu Asn Pro Asp Gly Ser Val Ala Val Asp Thr Ser Gly Asn 
65 70 75 80 

Pro lie Lys His Pro Phe lie Pro Gly Glu Ser Val 
85 90 

(2) INFORMATIONS POUR LA SEQ ID NO: 105: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 504 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 102726 .. 104237 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 105: 

Met Ser lie Thr Ser Pro Pro lie Glu Val Ser Val Leu Thr Asp Ser 

1 5 10 15 

lie Lys Asn Leu Leu Glu Lys Asn Phe Leu Arg Val Val Val Lys Gly 

20 25 30 

Glu Leu Ser Asn Val Ser Leu Gin Thr Ser Gly His Leu Tyr Phe Ala 

35 40 45 

lie Lys Asp Ser Lys Ala Val Leu Asn Gly Ala Phe Phe His Phe Arg 

50 55 60 

Ser Lys Tyr Phe Asp Arg Lys Pro Lys Asp Gly Asp Tyr Val lie Leu 
65 70 75 80 
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His 


Gly 


Lys 


Leu 


Thr 


Val 


Tyr 


Ala 


Pro 


Arg 


Gly 


Gin 


Tyr 


Gin 


He 


Val 










85 










90 










95 




Ala 


Tyr 


Ala 


Leu 


Thr 


Phe 


Ser 


Gly 


Glu 


Gly 


Asn 


Leu 


Leu 


Gin 


Gin 


Phe 








100 










105 










110 






Glu 


Glu 


Arg 


Lys 


Gin 


Arg 


Leu 


Ala 


Ala 


Glu 


Gly 


Tyr 


Phe 


Asp 


Pro 


Lys 






115 










120 










125 








Arg 


Lys 


Lys 


Pro 


Leu 


Pro 


Ser 


Gly 


Ala 


Arg 


Val 


He 


Gly 


Val 


He 


Thr 




130 










135 










140 










Ser 


Pro 


Thr 


Gly 


Ala 


Val 


He 


Gin 


Asp 


He 


Leu 


Arg 


Val 


Leu 


Ser 


Arg 


145 










150 










155 










160 


Arg 


Cys 


His 


Gin 


Phe 


Gin 


Val 


He 


Leu 


Tyr 


Pro 


Val 


Thr 


Val 


Gin 


Gly 










165 










17 0 










175 




Ala 


Thr 


Ala 


Ala 


Gin 


Glu 


He 


Ser 


Gin 


Ala 


He 


Gin 


Phe 


Phe 


Asn 


Gin 








180 










185 










190 






Asn 


Ser 


Met 


Arg 


Val 


His 


Ala 


Leu 


He 


He 


Ala 


Arg 


Gly 


Gly 


Gly 


Ser 






195 










200 










205 








lie 


Glu 


Asp 


Leu 


Trp 


Ala 


Phe 


Asn 


Glu 


Glu 


Glu 


Leu 


Val 


Lys 


Ser 


He 




210 










215 










220 










Val 


Ala 


Ser 


Ser 


lie 


Pro 


He 


He 


Ser 


Ala 


Val 


Gly 


His 


Glu 


Thr 


Asp 


22 5 










23 0 










23 5 










240 


Phe 


Thr 


Leu 


Cys 


Asp 


Phe 


Ala 


Ser 


Asp 


Val 


Arg 


Ala 


Pro 


Thr 


Pro 


Ser 










1 A C 

z4 b 










2 50 










255 




Ala 


Ala 


Ala 


Glu 


lie 


Val 


Cys 


Lys 


Ser 


Ser 


Asp 


Gin 


Tyr 


Arg 


Gin 


Glu 


















ice 










"") *"7 A 






Leu 


Gin 


Asn 


Leu 


Arg 


Arg 


Tyr 


Val 


Ser 


Ser 


His 


Ala 


Arg 


Gin 


Phe 


He 






275 










280 










285 








Ala 


Ala 


Lys 


Lys 


Asn 


Leu 


Leu 


Thr 


His 


Trp 


Gin 


Arg 


His 


Leu 


Ala 


Ser 




290 










295 










3 00 










Val 


Asp 


Phe 


Tyr 


His 


Thr 


Ala 


Gin 


Gin 


Thr 


Leu 


Asp 


Tyr 


Thr 


Arg 


Ala 


305 










310 










315 










320 


Ala 


Leu 


Glu 


Airg 


Gly 


He 


Glu 


Thr 


Lys 


Leu 


Glu 


Tyr 


Tyr 


Lys 


Gin 


Arg 










325 










330 










335 




Phe 


Ala 


Gin 


Tyr 


Arg 


Arg 


Trp 


Leu 


Lys 


Ser 


Asp 


Val 


Leu 


He 


Arg 


He 








340 










345 










350 






Glu 


Lys 


His 


Leu 


Ala 


Asp 


Leu 


Asn 


Gin 


Ser 


Leu 


Met 


Leu 


Ser 


He 


Lys 






355 










360 










3 65 








Asn 


Lys 


lie 


Tyr 


Thr 


Lys 


Lys 


Thr 


Ser 


Leu 


Asn 


Gin 


Leu 


Tyr 


Thr 


Ser 




370 










3 75 










380 










Cys 


Leu 


Lys 


Asn 


Glu 


Leu 


Leu 


Asn 


Leu 


Gin 


His 


Arg 


Thr 


Gin 


His 


Ser 


385 










390 










395 










400 


Arg 


Asn 


lie 


Leu 


Ser 


Gin 


Leu 


Ser 


Arg 


Arg 


Leu 


His 


He 


Ala 


He 


Ala 










405 










410 










415 




Ser 


Ser 


Gin 


Gin 


Thr 


His 


Gin 


Glu 


Cys 


Leu 


Val 


Arg 


Leu 


Gin 


Asn 


Glu 








420 










425 










43 0 






Leu 


Ser 


Phe 


Thr 


He 


Gin 


His 


Leu 


Leu 


Thr 


Lys 


Ala 


Lys 


Glu 


Arg 


Cys 






435 










440 










445 








Gin 


Ala 


lie 


Gin 


Glu 


Gin 


Ala 


Ser 


Ser 


Leu 


Asn 


Pro 


Lys 


Asn 


Val 


Leu 




450 










455 










460 










Lys 


Arg 


Gly 


Phe 


Ala 


Gin 


Leu 


Phe 


Asp 


Phe 


Asn 


Lys 


His 


Phe 


Val 


He 


465 










470 










475 










480 


He 


Ser 


Ala 


Glu 


Ser 


Leu 


Lys 


Gin 


Ser 


Asp 


Leu 


Val 


Arg 


Ser 


Ala 


Ser 










485 










490 










495 




Lys 


Thr 


Val 


Lys 


Gin 


Leu 


Tyr 


Gin 



















500 



(2) 
(i) 



INFORMATIONS POUR LA SEQ ID NO : 10 6: 
CARACTERISTIQUES DE LA SEQUENCE : 
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(A) LONGUEUR: 252 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement < 104254 105009 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 106: 



Pro 


Ser 


Lys 


bin 


File 


val 


Pne 




Asn 


Trp 


Lys 


rie u 


Asn 


Lys 


rpV-v v 

inr 


Leu 


1 








b 










1 U 










1 b 




Thr 


Glu 


Ala 




inr 


r*ne • 


Leu 


Lys 


Ser 


rile 


Leu 


Ser 


S er 


Asp 


lie 


Leu 








2 U 




















o U 






Ser 


Asn 


Pro 


Gin 


Tl 0 

lie 


lie 


inr 


o ly 


lie 


Tl Q 

lie 


Pro 


Pro 


r ne 


mr 


Leu 


Leu 
















fi u 










*± _> 








Ser 


AJ.a 


Cy s 


\j 1 11 


Pin 
^111 


AT ^ 

Id 


val 


Cor 


ASp 


<^> tr i- 


Pro 


He 


Phe 


Leu 


Gly 


Ala 




D u 










_> _> 










60 










Gin 


inr 


mr 


HIS 




Ala 


Asp 


Ser 


r* 1 \r 
bly 


Aid 




1X11 


biy 


pin 


Tl Q 
11c 




O D 










/ u 




















ft n 

O U 




Pro 


lYlfci L» 


Leu 


Lys 


Asp 


Tip 
11c 




V d X 


Asp 


Phe 


Val 


Leu 


He 


Glv 


His 










85 










90 










95* 




Ser 


Glu 


Arg 


Arg 


His 


He 


Phe 


His 


Glu 


Gin 


Asn 


Pro 


Val 


Leu 


Ala 


Glu 








100 










105 










110 






Lys 


Ala 


Ala 


Ala 


Ala 


He 


His 


Ser 


Gly 


Met 


He 


Pro 


Val 


Leu 


Cys 


He 






115 










120 










125 








Gly 


Glu 


Thr 


Leu 


Glu 


Glu 


Gin 


Glu 


Ser 


Gly 


Ala 


Thr 


Gin 


Asp 


He 


Leu 




130 










135 










140 










Leu 


Asn 


Gin 


Leu 


Thr 


He 


Gly 


Leu 


Ser 


Lys 


Leu 


Pro 


Glu 


Gin 


Ala 


Ser 


145 










150 










155 










160 


Phe 


He 


Leu 


Ala 


Tyr 


Glu 


Pro 


Val 


Trp 


Ala 


He 


Gly 


Thr 


Gly 


Lys 


Val 










165 










170 










175 




Ala 


His 


Pro 


Asp 


Leu 


Val 


Gin 


Glu 


Thr 


His 


Ala 


Phe 


Cys 


Arg 


Lys 


Thr 








180 










185 










190 






He 


Ala 


Ser 


Leu 


Phe 


Ser 


Lys 


Asp 


He 


Ala 


Glu 


Arg 


Thr 


Pro 


He 


Leu 






195 










200 










205 








Tyr 


Gly 


Gly 


Ser 


Val 


Lys 


Ala 


Asp 


Asn 


Ala 


Arg 


Ser 


Leu 


Ser 


Leu 


Cys 




210 










215 










220 










Pro 


Asp 


Val 


Asn 


Gly 


Leu 


Leu 


Val 


Gly 


Gly 


Ala 


Ser 


Leu 


Ser 


Ser 


Glu 


225 










230 










235 










240 


Asn 


Phe 


Leu 


Ser 


He 


He 


Gin 


Gin 


He 


Asp 


He 


Pro 











245 250 



(2) INFORMATIONS POUR LA' SEQ ID NO: 107: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 212 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : 105259. 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID 



. 105894 
NO: 107: 
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Pr O 


Leu. 


Cys 


Cys 


Met 


Lys 


Val 


Lys 


He 


Cys 


Gly 


He 


Thr 


His 


Pro 


Asp 


X 








b 










10 










15 


Asp 


Ala 


Arg 


Glu 


Ala 


Ala 


Lys 


Ala 


Gly 


Ala 


Asp 


Tyr 


He 


Gly 


Met 


He 








U 










25 










30 






Pine 


Ala 


Lys 


Asp 


Ser 


Arg 


Arg 


Cys 


Val 


Ser 


Glu 


Glu 


Lys 


Ala 


Lys 


Tyr 






J D 










40 










45 




1 ie 


val 


GlU 


Ala 


He 


Gin 


Glu 


Gly Asn 


Ser 


Glu 


Pro 


Val 


Gly 


Val 


Phe 














b b 










60 








Pro 


CjIU 


HIS 


Ser 


Val 


Glu 


Glu 


He 


Leu 


Ala 


He 


Thr 


Glu 


Ala 


Thr 


Gly 












/ U 










7 5 










80 


11c 


inr 


Ser 


lie 


Gin 


Leu 


Ser 


Gly 


Glu 


Asp 


He 


Leu 


Phe 


Lys 


Phe 


Ser 










Q C 
O D 










3 U 










95 




*jin 


Leu. 


Arg 


Glu 


His 


Phe 


Ser 


He 


Phe 


Tyr 


Val 


Val 


Ser 


Val 


Tyr 


Ser 








1UU 










lt)5 










110 




Asn 


(jiy 


Cjin 


Pro 


Ser 


Ala 


Ala 


Leu 


Pro 


Pro 


Met 


Asn 


Asp 


Ala 


Val 


Thr 






I 1 c 

II J 










120 










125 








vd 1 


val 


Tyr 


Asp 


His 


He 


Gly 


Gly Glu 


Arg 


Gly 


Ser 


Pro 


Phe 


Asp 


Trp 




130 










135 










140 








Lys 


Ala 


Phe 


Ser 


Pro 


Phe 


Gin 


His 


Asn 


Asn 


Trp 


Met 


Leu 


Gly 


Gly 


Gly 


145 










150 










155 










160 


Val 


Asn 


Leu 


Trp 


Asn 


He 


Lys 


Glu 


Gly 


He 


Ser 


Leu 


Leu 


Asn 


Pro 


Arg 










165 










170 










175 




Gly 


lie 


Asp 


Val 


Ser 


Ser 


Gly 


Val 


Glu 


Arg 


Pro 


Gly 


He 


Leu 


Arg 


Lys 








180 










185 










190 






Asp 


He 


Phe 


Leu 


Met 


Gin 


Ala 


Leu 


He 


Asn 


Ser 


Ala 


Lys 


Glu 


Leu 


Ser 






195 










200 










205 








Ser 


Ser 


Thr 


Leu 



























210 



(2) INFORMATIONS POUR LA SEQ ID NO: 108: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 3 44 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 1 0742 9 . . 1 084 60 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 108: 



Arg 


Thr 


Arg 


Gly 


Gly 


Gly 


Leu 


Phe 


Ser 


Asn 


Phe 


Cys 


Ser 


Ser 


Pro 


Thr 


1 








5 










10 










15 




Val 


Gin 


Ala 


Leu 


Leu 


Arg 


Ala 


Trp 


Asp 


Arg 


Phe 


Phe 


Ser 


Arg 


Val 


Ser 








20 










2 5 










30 






Asp 


Gly 


Arg 


Phe 


Leu 


Gin 


He 


Tyr 


Tyr 


Gly 


Asp 


Gly Gly 


Leu 


Phe 


Val 






35 










40 










45 








Glu 


Arg 


Ala 


Leu 


Gin 


Leu 


He 


Ser 


Cys 


Pro 


Leu 


Gin 


Arg 


Ala 


Arg 


He 




50 










55 










60 










Arg 


Val 


Val 


Gly 


He 


Asn 


Pro 


Ser 


Phe 


Phe 


Val 


Thr 


Val 


Ser 


Asp 


Asn 


65 










70 • 










7 5 








80 


Arg 


His 


Phe 


Tyr 


Thr 


Ser 


Pro 


Gly 


Ser 


Cys 


Gly 


Arg 


He 


Leu 


Asp 


Met 










85 










90 










95 




Ser 


Gly 


Tyr 


Leu 


Ser 


Ala 


Arg 


Arg 


Asp 


Gly 


Cys 


Val 


Ser 


His 


Val 


Pro 








100 










105 










110 






Phe 


Ser 


Pro 


His 


Ser 


Gin 


Ser 


He 


Thr 


Pro 


Gly 


Val 


Gly 


Asp 


Ala 


Cys 
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115 120 125 

Phe Glu Leu Gly Leu Arg Met Glu Phe Met Arg Leu Ala Gly Leu Ser 

130 135 140 

Ser Leu Ser Ala Ala Ser Ser Pro Thr Ser Glu Asp Ser Asp Ser Ser 
145 150 155 160 

Arg Leu Gin Leu Val Arg Val Val Ser Ser Glu Asp Ser Val Ala Phe 

165 170 175 

Ala Arg Leu Tyr Ala Ala Leu Asn Glu Asp He Thr Ser Ser Val Arg 

180 185 190 

Ala Ala Asn Pro Phe Pro Phe Ser Tyr Val Arg Leu He Leu Leu Leu 

195 200 205 

Thr Thr Leu Cys Arg His Thr Leu Thr Thr Thr Lys Ala Ala Tyr Ser 

210 215 220 

Tyr Thr Pro Ala Ser Trp Glu Ala Leu Asp Met Leu Asp Ser Gly Phe 
225 230 235 240 

Thr Ala Ser Tyr Val Gly Gly Val Leu Ser Glu He Phe Leu Leu Cys 

245 250 255 

Thr His Ser Pro Arg Arg Ala Gin Arg Ser Arg Met Leu Arg Met Leu 

260 265 270 

Ala Lys Leu Phe Ser Ser Trp Ala Trp Leu Val Gly Val Met Glu Leu 

275 . 280 285 

Ser Cys Gly Tyr Gly Val Thr He Gin Leu Leu Leu Gin Asn Asp Pro 

290 295 300 

Arg Gin Ser Cys Leu Arg Asn Leu Phe Phe Trp Met Glu Ser Thr Leu 
305 310 315 320 

Thr Pro Val He Leu Leu Asp He Ala Glu Arg He Gly Leu Pro Tyr 

325 330 335 

Gly He Glu Leu Leu Asp Trp Ala 
340 



(2) INFORMATIONS POUR LA SEQ ID NO: 109: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 97 acides amines 

(B) TYPE: acide amine 

{ D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 108 6 65 1 089 55 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 109: 

Leu Lys He Ala Arg Asp Met Ser Arg Ser Ser Leu Gin Gin Tyr Leu 

15 10 15 

Tyr Thr Lys Ser Thr Val He Ala Asn Ser Thr Thr Pro Ser Leu Asn 

20 25 30 

Asn Thr Ser Thr Cys Ser Gly Asn Ser Thr Thr Arg Pro Val Leu Pro 

35 40 45 

Ser He Thr Gly He Tyr Glu Thr Asp Val Gin Thr Thr Gly Val Ala 

50 *• 55 60 

Arg Thr Leu Asn Val He Arg Met He Trp Cys Gly Val Met Leu Leu 
65 70 75 80 

Tyr Phe Leu Tyr Thr Ala Phe Arg Leu Val Arg Asn Ala Arg Arg Arg 
85 90 95 

Asn 



892 



(2) INFORMATIONS POUR LA SEQ ID NO: 110: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 14 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 1 0 9 0 13 . . 10 94 5 9 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 110: 

Thr Met lie Leu Thr Thr Pro Ser Glu His Lys Ala Cys Leu Glu Lys 

1 5 : ■ 10 15 

Gin Glu Lys Ala Val Ala Leu Leu Phe Pro Glu Asn Phe Val Lys Asp 

20 25 30 

Thr Phe Tyr Lys Gin Leu Leu Gin lie Gly Arg Thr Ala Lys Pro Phe 

35 40 45 

Pro Lys Glu Phe Leu Thr Lys Glu Asn Leu Val Leu Gly Cys Gin Ser 

50 55 60 

Asp Leu Tyr Leu His Gly Glu Phe Lys Asn Asn Ala Val Phe Phe Phe 
65 70 75 80 

Thr Tyr Thr Glu Ala Leu lie Ser Ser Gly Val Ala Val Leu Phe Ser 

85 90 95 

Asp lie Tyr Ser -Gly Glu Thr Pro Glu Thr lie Leu Thr Cys Lys Pro 

100 105 110 

Leu Phe Phe Glu Lys Leu Ser Arg His Leu Ser Met Gly Arg Ser Arg 

115 120 125 

Gly Gly Glu Ser Leu Phe Leu Asn Met Gin Arg lie Ala Val Gin Tyr 

130 135 140 

Leu Ala Arg Lys Thr 
14 5 



(2) INFORMATIONS POUR LA SEQ ID NO: 111: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 221 acides amines 

(E) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 1 0 97 04 11 03 6 6 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 111: 

Ala Met Val Lys Ala Ala His Pro Leu His Ser Ser lie Ser Gly Ala 

1 5 10 15 

Leu Pro Leu His Ser Ser Arg Gly Gly Ala Tyr His Asp Ser Leu Gly 

20 25 30 

Asp Leu His Ser Pro lie Ser Leu Thr Pro Pro Ala Leu Ser Val Leu 

35 40 45 

Thr Pro Glu Pro Ala Gin Ser Lys Ser Arg Val Gin Ala Val Ala Asn 
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50 55 60 

Thr lie Gly Asp Phe Leu Gin Arg Asn Trp Lys His Leu Leu Leu Tyr 
65 70 75 80 

lie Leu Ala Trp Ser Leu lie Leu lie Cys His Ser Ser Val Ala Leu 

85 90 95 

Val Leu Ser lie Trp Leu Gly lie Gly Phe Gly Ala Gly Val Val Leu 

100 105 110 

Gly lie lie Ser Ala Asn Phe Leu Asp Lys Glu Asn Lys Tyr Pro His 

115 120 125 

Leu Asn Ser Leu Trp Asn lie Thr Asn His Gly Leu Gin Gin Leu Asp 

130 135 140 

Pro Asn Gly Thr Arg Gin Val Leu Leu Ala Thr Val lie Ala Ser lie 
145 150 155 160 

Ser Ala Leu lie Tyr Ala Ser Pro Gin Ala lie Gly Phe lie lie Gly 

165 170 175 

Ala Phe Leu Gly His Gin Thr Ser Ser Leu Ala Val Tyr Gly Tyr Arg 

180 185 190 

Phe Lys Ser Gly Gin Asp lie Leu Gin He Arg Asn Cys Leu He Asn 

195 200 205 

Lys Lys Asn Glu Phe Asp Lys Pro Ser Cys Ser Val Gly 
210 215 220 



(2) INFORMATIONS POUR LA SEQ ID NO: 112: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 92 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: our 



(viii) POSITION DANS LE GENOME: 111345 112 520 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 112: 

Met Ser Lys Glu Thr Phe Gin Arg Asn Lys Pro His He Asn He Gly 

15 10 15 

Thr He Gly His Val Asp His Gly Lys Thr Thr Leu Thr Ala Ala He 

20 25 30 

Thr Arg Thr Leu Ser Gly Asp Gly Leu Ala Asp Phe Arg Asp Tyr Ser 

3.5 4 0 4 5 

Ser He Asp Asn Thr Pro Glu Glu Lys Ala Arg Gly He Thr He Asn 

50 55 60 

Ala Ser His Val Glu Tyr Glu Thr Ala Asn Arg His Tyr Ala His Val 
65 70 75 80 

Asp Cys Pro Gly His Ala Asp Tyr Val Lys Asn Met He Thr Gly Ala 

85 90 95 

Ala Gin Met Asp Gly Ala He Leu Val Val Ser Ala Thr Asp Gly Ala 

100 105 . 110 

Met Pro Gin Thr Lys Glu His He Leu Leu Ala Arg Gin Val Gly Val 

115 120 125 

Pro Tyr He Val Val Phe Leu Asn Lys He Asp Met He Ser Glu Glu 

130 135 140 

Asp Ala Glu Leu Val Asp Leu Val Glu Met Glu Leu Ala Glu Leu Leu 
145 150 155 160 

Glu Glu Lys Gly Tyr Lys Gly Cys Pro He He Arg Gly Ser Ala Leu 
165 170 175 
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Lys 


Ala 


Leu 


Glu 


Gly 


Asp 


Ala 


Ala 


Tyr 


He 


Glu 


by CD 


vai 


Arg 


pin 


Leu 






180 










185 










190 






Met 


Gin 


Ala 
195 


Val 


Asp 


Asp 


Asn 


-r- T _ 

lie 

o n n 
z U U 


Pro 


Thr 


Pro 




Arg 

one: 

£, \J -J 


\j _L IX 


Tip 


Asp 


Lys 


Pro 


Phe 


Leu 


Met 


Pro 


He 


GlU 


Asp 


vai 


rfie 


Car 


lie 




Pi u 


Arg 


210 










215 










220 










Gly 


Thr 


Val 


Thr 


Gly 


Arg 


lie 


(jj 1U 


Arg 




Tip 


veil 


Lys 


Val 


Ser 


Asp 


225 










OTA 










Z J J 










240 


Lys 


Val 


Gin 


Leu 


Val 


Gly 


Arg 


Asp 


inr 


Lys 


blU 


iin 


Tip 

11*= 


Val 


Thr 


Gly 








245 










250 










255 




Val 


Glu 


Met 


Phe 
■260. 


Arg 


Lys 


Glu 


Leu 


Pro 

ZD J 


G1U 


o iy 


Arg 


Ala 

Ala 


270 


Glu 


Asn 


Val 


Gly 


Leu 


Leu 


Leu 


Arg 


Cj iy 


lie 


JLy 


Lys 


Asn 


nop 


Val 


Glu 


Arg 


Glv 




275 










o q n 
z o u 










2 8 5 








Met 


Val 
290 


Val 


Cys 


Leu 


Pro 


Asn 
295 


Ser 


vai 


Lys 


Pro 


His 
300 


X 1.1 JL 


Arg 


Phe 


Lys 


Cys 


Ala 


val 


Tyr 


Val 


Leu 




T A/ CI 


Glu 


Glu 


Glv 


Glv 


Arg 


His 


LVS 


Pro 


j \.t _j 










310 










315 










320 


Phe 


Phe 


Thr 


Gly 


Tyr 
325 


Arg 


Pro 


Gin 


Phe 


Phe 
330 


Phe 


Arg 


Thr 


Thr 


Asp 
335 


Val 


Thr 


Gly 


Val 


Val 


Thr 


Leu 


Pro 


Glu 


Gly 


Val 


Glu 


Met 


Val 


Met 


Pro 


Gly 






340 










345 










350 






Asp 


Asn 


Val 


Glu 


Phe 


Glu 


Val 


Gin 


Leu 


He 


Ser 


Pro 


Val 


Ala 


Leu 


Glu 




355 










360 










365 








Glu 


Gly 
370 


Met 


Arg 


Phe 


Ala 


He 
375 


Arg 


Glu 


Gly 


Gly 


Arg 
380 


Thr 


He 


Gly 


Ala 


Gly 


Thr 


He 


Ser 


Lys 


He 


He 


Ala 



















385 390 



(2) INFORMATIONS POUR LA SEQ ID NO:- 113: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 183 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 112 9 15 113463 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 113: 



Phe 


Met. 


Phe 


Lys 


Trp 


Tyr 


Val 


Val 


Gin 


Val 


Phe 


Thr 


Ala 


Gin 


Glu 


Lys 


1 






5 










10 










15 




Lys 


Val 


Lys 


Lys 


Ser 


Leu 


Glu 


Asp 


Phe 


Lys 


Glu 


Ala 


Ser 


Gly 


Met 


Ser 






20 










25 










30 






Asp 


Phe 


He 


Gin 


Gin 


He 


He 


Leu 


Pro 


Ser 


GlU 


Asn 


Val 


Met 


Glu 


Val 




3 5 










40 










45 








Lys 


Lys 


Gly 


Glu 


His 


Lys 


He 


Val 


Glu 


Lys 


Tyr 


He 


Trp 


Pro 


Gly 


Tyr 


50 










55 










60 










Leu 


Leu 


Val 


Lys 


Met 


His 


Leu 


Thr 


Asp 


Glu 


Ser 


Trp 


Ser 


Tyr 


Val 


Lys 


65 








70 










75 










80 


Lys 


Thr 


Gin 


Gly 


Val 


Val 


Glu 


Phe 


Leu 


Gly 


Gly 


Gly 


Ala 


Pro 


Val 


Ala 








85 










90 










95 




Leu 


Ser 


Glu 


Glu 
100 


Glu 


He 


Lys 


Asn 


He 
105 


Leu 


Ala 


Asp 


Leu 


Glu 
110 


Glu 


Lys 


Lys 


Ser 


Gly 


Val 


Val 


Gin 


Lys 


His 


Lys 


Phe 


Glu 


Val 


Gly 


Ser 


Gin 


Val 
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115 120 125 

Lys lie Asn Asp Gly Val Phe Val Asn Phe Val Gly Val Val Ser Glu 

130 135 140 

Val Phe His Asp Lys Gly Arg Leu Ser Val Met Val Ser lie Phe Gly 
145 150 155 160 

Arg Glu Thr Arg Val Asp Asp Leu Glu Phe Trp Gin Val Glu Glu Val 

165 170 175 

Val Pro Gly Gin Glu Ser Glu 
180 



(2) INFORMATIONS POUR LA SEQ ID NO: 114: 



(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 141 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui " 



(viii) POSITION DANS LE GENOME: 1 13 572 . . 1 13 9 94 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 114; 



Met 


Ser 


Asn 


Lys 


Lys 


He 


He 


Lys 


He 


He 


Lys 


Leu . 


Gin 


He 


Pro 


Gly 


1 








5 










10 










15 




Gly 


Lys 


Ala 


Asn 
20 


Pro 


Ala 


Pro 


Pro 


He 
25 


Gly 


Pro 


Ala 


Leu 


Gly 
30 


Ala 


Ala 


Gly 


Val 


Asn 


lie 


Met 


Gly 


Phe 


Cys 


Lys 


Glu 


Phe 


Asn 


Ala 


Ala 


Thr 


Gin 




35 










40 










45 








Asp 


Arg 
50 


Pro 


Gly 


Asp 


Leu 


Leu 
55 


Pro 


Val 


Val 


He 


Thr 
60 


Val 


Tyr 


Ser 


Asp 


Lys 


Thr 


Xaa 


Ser 


Phe 


Val 


Met 


Lys 


Gin 


Ser 


Pro 


Val 


Ser 


Ser 


Leu 


He 


65 










70 










75 










80 


Lys 


Lys 


Ala 


Leu 


Gly 
85 


Leu 


Glu 


Ser 


Gly 


Ser 
90 


Lys 


He 


Pro 


Asn 


Arg 
95 


Asn 


Lys 


Val 


Gly 


Lys 
100 


Leu 


Thr 


Arg 


Ala 


Gin 
105 


He 


Thr 


Ala 


He 


Ala 
110 


Glu 


Gin 


Lys 


Met 


Lys 
115 


Asp 


Met 


Asp 


Val 


Val 
120 


Leu 


Leu 


Glu 


Ser 


Ala 
125 


Glu 


Arg 


Met 


Val 


Glu 
130 


Gly 


Thr 


Ala 


Arg 


Ser 
135 


Met 


Gly 


Val 


Asp 


Val 
140 


Glu 









(2) INFORMATIONS POUR LA SEQ ID NO: 115: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 195 acides amines 

{ B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 11402 0 . . 1 14 6 04 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 115: 
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Met Thr Lys His Gly Lys Arg lie Arg Gly lie Gin Glu Thr Tyr Asp 

15 10 15 

Leu Ala Lys Ser Tyr Ser Leu Gly Glu Ala He Asp He Leu Lys Gin 

20 25 30 

Cys Pro Thr Val Arg Phe Asp Gin Thr Val Asp Val Ser Vai Lys Leu 

35 40 45 

Gly He Asp Pro Arg Lys Ser Asp Gin Gin He Arg Gly Ser Val Ser 

50 55 60 

Leu Pro His Gly Thr Gly Lys Val Leu Arg He Leu Val Phe Ala Ala 
65 70 75 80 

Gly Asp Lys Ala Ala Glu Ala He Glu Ala Gly Ala Asp Phe Val Gly 

.85 90 95 

Ser Asp Asp Leu Val Glu Lys He Lys Gly Gly Trp Val Asp Phe Asp 

100 105 110 

Val Ala Val Ala Thr Pro Asp Met Met Arg Glu Val Gly Lys Leu Gly 

115 120 125 

Lys Val Leu Gly Pro Arg Asn Leu Met Pro Thr Pro Lys Ala Gly Thr 

130 135 140 

Val Thr Thr Asp Val Val Lys Thr He Ala Glu Leu Arg Lys Gly Lys 
145 150 155 160 

He Glu Phe Lys Ala Asp Arg Ala Gly Val Cys Asn Val Gly Val Ala 

165 170 175 

Asn Phe Leu Ser He Val Arg Lys Ser Lys Lys Met Leu Lys Arg Cys 
180 185 190 

Val Gin Pro 
195 



(2) INFORMATIONS POUR LA SEQ ID NO: 116: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 178 acides amines 

(E) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

{iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 11472 0 1 15253 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 116: 

Leu Ser £eu Lys Arg Lys Asn Glu Arg Arg Glu Lys Val Ala Leu Arg 

1 5 _ 10 15 

Glu Val Glu Glu Lys He Thr Ala Ser Gin Gly Phe He Leu Leu Arg 

20 25 30 

Tyr Leu Gly Phe Thr Ala Thr His Ser Arg Ser Phe Arg Asn Asn Leu 

35 40 45 

Ser Gly Val Ser Ala Glu Phe Glu Val Leu Lys Lys Lys He Phe Phe 

50 -55 60 

Lys Ala Leu Glu Thr Ser Gly Val Glu Met Asp Pro Glu Asp Ser Glu 
65 70 75 80 

Gly His Leu Gly Val Val Phe Ala Tyr Gly Asp Pro Val Ser Ala Ala 

85 .90 95 

Lys Gin Val Leu Asp Phe Asn Lys Gin His Asn Asp Ser Leu Val Phe 

100 .105 110 

Leu Ala Gly Arg He Asp Asn Ala Ser Leu Ser Gly Arg Glu Val Glu 

115 . 120 125 

Ala Val Ala Lys Leu Pro Ser Met Lys Glu Leu Arg Gin Gin Val Val 
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130 135 140 

Gly Leu lie Ala Ala Pro Met Ser Gin Val Val Gly lie Met Asn Ser 
145 150 155 160 

Val Leu Ser Gly Val Val Ser Cys Val Asp Gin Lys Ala Glu Lys Thr 
1.65 170 175 

Gin Glu 



(2) INFORMATIONS POUR LA SEQ ID NO: 117: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 105 acides amines 

(E) TYPE: acide amine 

(D) CONFIGURATION:, lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 115362 .. 115676 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 117: 



Lys 


lie 


lie 


Gly 


Arg 


Lys 


Val 


Gly 


Arg 


Tyr 


Ala 


Ala 


Ala 


Pro 


Val 


Vai 


1 








5 










10 










15 




Ala 


Val 


Ala 


Gly 


Ala 


Ala 


Ala 


Ala 


Gly 


Asp 


Ala 


Pro 


Ala 


Ser 


Ala 


Glu 








20 










25 










30 






Pro 


Thr 


Glu 


Phe 


Ala 


Val 


He 


Leu 


Glu 


Asp 


Val 


Pro 


Ser 


Asp 


Lys 


Lys 






35 










40 










45 








lie 


Gly 


Val 


Leu 


Lys 


Val 


Val 


Arg 


Glu 


Val 


Thr 


Gly 


Leu 


Ala 


Leu 


Lys 




50 










55 










60 










Glu 


Ala 


Lys 


Glu 


Met 


Thr 


Glu 


Gly 


Leu 


Pro 


Lys 


Thr 


Val 


Lys 


Glu 


Lys 


65 










70 










75 










80 


Thr 


Ser 


Lys 


Ser 


Asp 


Ala 


Glu 


Asp 


Thr 


Val 


Lys 


Lys 


Leu 


Gin 


Glu 


Ala 










85 










90 










95 




Gly 


Ala 


Lys 


Ala 


Val 


Ala 


Lys 


Gly 


Leu 

















100 105 



(2) INFORMATIONS POUR LA SEQ ID NO: 118: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 12 58 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION -DANS LE GENOME: 116022 11 97 9 5 
(Xi) DESCRIPTION DE LA SEQUENCE :' SEQ ID NO : 118: 

Ser Leu Arg Arg Ala Arg Met Phe Lys Cys Pro Glu Arg Val Ser Val 

1-5 - 10 15 

Lys Lys Lys Glu Asp He Leu Asp Leu Pro Asn Leu Val Glu Val Gin 

20 25 30 

He Lys Ser Tyr Lys Gin Phe Leu Gin He Gly Lys Leu Ala Glu Glu 
35 40 45 
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Arg Glu Asn lie 
50 

Lys Ser Tyr Asn 
65 

Gly Val Pro Lys 

Tyr Ser Val Thr 
100 

lie Lys Glu Glu 
115 

Lys Gly Thr Phe 
130 

Val His Arg Ser 
145 

Gly Asn Val Leu 

Leu Glu Ala Val 
180 

Arg Lys Lys Arg 
195 

Leu Gly Tyr Ser 

210 . 
Glu Glu Arg Ser 
225 

Lys Val Leu Ala 

Gly Lys Ala Gly 
260 

Asp Thr Gly Val 
275 

His Pro lie lie 
290 

Ala Ala Leu Lys 
305 

Thr Leu Ala Asn 

Lys Arg Tyr Asn 
340 

Leu Gly Phe Pro 
355 

Lys Glu Asp Val 
370 

Gly Asp Glu Lys 
385 

Arg Val Arg Ser 

Leu Ala Arg Met 
420 

Phe Ser Ser Asp 
435 

Leu Val Ser Val 
450 

Phe Met Asp Gin 
465 

Leu Ser Ala Leu 

Glu Val Arg Asp 
500 

Glu Thr Pro Glu 



Gly Leu Glu Glu 
55 

Glu Ala Thr lie 
70 

Tyr Ser Pro Glu 
8 5 

Leu Lys Val Arg 

Glu Val Tyr Met 
120 

lie lie Asn Gly 
135 

Pro Gly lie Asn 
150 

Phe Ser Phe Arg 
165 

Phe Asp lie Asn 

Arg Arg Lys lie 
200 

Thr Asp Ala Asp 
215 

Leu Arg Ser Glu 
230 

Asp Asn Val Val 
245 

Glu Lys Leu Ser 

Gin Ser Leu Lys 
280 

Lys Met Leu Ala 
295 

Asp Phe Tyr Arg 

310 . 
Ala Arg Ser Thr 
325 

Leu Gly Arg Val 

Leu Asp Asp Glu 
360 

lie Gly Ala Leu 
375 

Thr Ser lie Asp 

390 _ 
Val Gly Glu Leu 
405 

Glu Lys He Val 

Thr Leu Thr Pro 
440 

Leu Lys Asp Phe 
4 55 

Thr Asn Pro Val 

■ 470 
Gly Pro Gly Gly 
485 

Val His Ala Ser 
Gly Pro Asn He 



Val Phe Arg Glu 
60 

Leu Glu Tyr Leu 
75 

Glu Cys He Arg 
90 

Phe Arg Leu Thr 
105. 

Gly Thr He Pro 

Ala Glu Arg Val 
140 

Phe Glu Gin Glu 
155 

He He Pro Tyr 
170 

Asp Leu He Tyr 
185 

Leu Ala Met Thr 

He He Glu Glu 
220 

Lys Asp Phe Val 
235 

Asp Ala Asp Ser 
250 

Thr Ala Met Leu 
265 

He Ala Val Gly 

Lys Asp Pro Thr 
. 300 

Arg' Leu Arg Pro 
315 

He Met Arg Leu 
330 

Gly Arg Tyr Lys 
345 

Thr Leu Ser Gin 

Lys Tyr Leu He 
380 

Asp He Asp His 
395 

He Gin Asn His 
410 

Arg Glu Arg Met 
425 

Gly Lys He He 

Phe Ser Arg Ser 
4 60 

Ala Glu Leu Thr 
475 

Leu Asn Arg Glu 

- 490 
His Tyr Gly Arg 
505 

Gly Leu He Thr 



He Phe Pro He 

Ser Tyr Asn Leu 
80 

Arg Gly He Thr 
95 

Asp Glu Thr Gly 
110 

He Met Thr Asp 
125 

Val Val Ser Gin 

Lys His Ser Lys 
160 

Arg Gly Ser Trp 
175 

He His He Asp 
190 

Phe He Arg Ala 
205 

Phe Phe Ser Val 

Ala Leu Val Gly 
240 

Ser Leu Val Tyr 
255 

Lys Arg He Leu 
270 

Ala Asp Glu Asn 
285 

Asp Ser Tyr Glu 

Gly Glu Pro Ala 
320 

Phe Phe Asp Ala 
335 

Leu Asn Lys Lys 
350 

Val Thr Leu Arg 
365 

Arg Leu Arg Met 

Leu Ala Asn Arg 
400 

Cys Arg Ser Gly 
415 

Asn Leu Phe Asp 
430 

Ser Ala Lys Gly 
445 

Gin Leu Ser Gin 

His Lys Arg Arg 
480 

Arg Ala Gly Phe 
495 

He Cys Pro He 
510 

Ser Leu Ser Ser 
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515 520 525 

Phe Ala Lys lie Asn Glu Phe Gly Phe lie Glu Thr Pro Tyr Arg Val 

530 535 540 

Val Arg Asp Gly lie Val Thr Asp Glu lie Glu Tyr Met Thr Ala Asp 
545 550 555 560 

Val Glu Glu Glu Cys Val lie Ala Gin Ala Ser Ala Glu Leu Asp Glu 

565 570 575 

Tyr Asn Met Phe Lys Thr Pro Val Cys Trp Ala Arg Tyr Lys Gly Glu 

580 585 590 

Ala Phe Glu Ala Asp Thr Ser Thr Val Thr His Met Asp Val Ser Pro 

595 600 605 

Lys Gin Leu Val Ser Val Val Thr Gly Leu lie Pro Phe Leu Glu His 

610 615 620 

Asp Asp Ala Asn Arg Ala Leu Met Gly Ser Asn Met Gin Arg Gin Ala 
625 630 635 640 

Val Pro Leu Leu Lys Thr Glu Ala Ala lie Val Gly Thr Gly Leu Glu 

645 650 655 

Gly Arg Ala Ala Lys Asp Ser Gly Ala lie He Val Ala Gin Glu Asp 

' 660 665 670 

Gly Val Val Glu Tyr Val Asp Ser Tyr Glu He Val Val Ala Lys Lys 

675 ■ 680 685 

Asn Asn Pro Thr Leu Lys Asp Arg Tyr Gin Leu Lys Lys Phe Leu Arg 

690 695 700 

Ser Asn Ser Gly Thr Cys He Asn Gin Thr Pro Leu Cys Ser Val Gly 
705 710 715 720 

Asp Val Val Thr His Gly Asp Val Leu Ala Asp Gly Pro Ala Thr Asp 

725 730 735 

Lys Gly Glu Leu Ala Leu Gly Lys Asn Val Leu Val Ala Phe Met Pro 

740 " 745 750 

Trp Tyr Gly Tyr Asn Phe Glu Asp Ala He He He Ser Glu Arg Leu 

755 760 765 

He Lys Gin Asp Ala Tyr Thr Ser He Tyr He Glu Glu Phe Glu Leu 

770 775 780 

Thr Ala Arg Asp Thr Lys Leu Gly Lys Glu Glu He Thr Arg Asp He 
785 790 795 800 

Pro Asn Val Ser Glu Glu Val Leu Ala Asn Leu Gly Glu Asp Gly He 

305 810 815 

Val Arg He Gly Ala Glu Val Lys Pro Gly Asp He Leu Vai Gly Lys 

820 825 830 

He Thr Pro Lys Ser Glu Thr Glu Leu Ala Pro Glu Glu Arg Leu Leu 

835 840 845 

Arg Ala He Phe Gly Glu Lys Ala Ala Asp Val Lys Asp Ala Ser Leu 

850 855 860 

Thr Val Pro Pro Gly Thr Glu Gly Val Val Met Asp Val Lys Val Phe 
865 870 875 880 

Ser Arg Lys Asp. Arg Leu Ser Lys Ser Asp Asp Glu Leu Val Glu Glu 

885 890 895 

Ala Val His Leu Lys Asp Leu Gin Lys Glu Tyr Lys Ser Gin Leu Ala 

900 905 910 

Gin Leu Lys Val Glu His Arg Glu Lys Leu Gly Ala Leu Leu Leu Asn 

915 920 925 

Glu Lys Ala Pro Ala Ala He Val His Arg Arg Ser Ala Asp He Leu 

930 935 940 

Val Gin Glu Gly Ala He Phe Asp Gin Glu Thr He Glu Leu Leu Glu 
945 950 955 960 

Arg Glu Ser Leu Val Asp Leu Leu He Ala Pro Cys Asp Met Tyr Asp 

965 ' 970 975 

Val Leu Lys Asp He Leu Ser Ser Tyr Glu Thr Ala Val Gin Arg Leu 
980 985 990 
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Glu Val Asn Tyr Lys Thr Glu Ala Glu His lie Lys Glu Gly Asp Ala 

995 1000 1005 

Asp Leu Asp His Gly Val lie Arg Gin Val Lys Val Tyr Val Ala Ser 

1010 1015 1020 

Lys Arg Lys Leu Gin Val Gly Asp Lys Met Ala Gly Arg His Gly Asn 
1025 1030 1035 1040 

Lys Gly Val Val Ser Lys lie Val Pro Glu Ala Asp Met Pro Phe Leu 

1045 1050 1055 

Ala Asn Gly Glu Thr Val Gin Met lie Leu Asn Pro Leu Gly Val Pro 

. 1060 1065 1070 

Ser Arg Met Asn Leu Gly Gin Val Leu Glu Thr His Leu Gly Tyr Ala 

1075 1080 . 1085 

Ala Lys Thr Ala Gly lie Tyr Val Lys Thr Pro Val Phe Glu Gly Phe 

1090 1095 1100 

Pro Glu Ser Arg lie Trp Asp Met Met lie Glu Gin Gly Leu Pro Glu 
1105 1110 1115 1120 

Asp Gly Lys Ser Tyr Leu Phe Asp Gly Lys Thr Gly Glu Arg Phe Asp 

1125 1130 1135 

Ser Lys Val Val Val Gly Tyr lie Tyr Met Leu Lys Leu Ser His Leu 

1140 1145 1150 

lie Ala Asp Lys lie His Ala Arg Ser lie Gly Pro Tyr Ser Leu Val 

1155 1160 1165 

Thr Gin Gin Pro Leu Gly Gly Lys Ala Gin Met Gly Gly Gin Arg Phe 

1170 1175 1180 

Gly Glu Met Glu Val Trp Ala Leu Glu Ala Tyr Gly Val Ala His Met 
1185 1190 1195 1200 

Leu Gin Glu lie Leu Thr Val Lys Ser Asp Asp Val Ser Gly Arg Thr 

1205 1210 1215 

Arg lie Tyr Glu Ser lie Val Lys Gly Glu Asn Leu Leu Arg Ser Gly 

1220 1225 1230 

Thr Pro Glu Ser Phe Asn Val Leu lie Lys Glu Met Gin Gly Leu Gly 

1235 1240 1245 

Leu Asp Val Arg Pro Met Val Val Asp Ala 
1250 1255 



(2) INFORMATIONS POUR LA SEQ ID NO: 119: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 9 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui _ 



(viii) POSITION DANS LE GENOME: 11 9 823 . . 1240 1 0 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 119: 

Met Phe Arg Glu Gly Ser Arg Asp Asp Ala Ala Leu Val Lys Glu Glv 

1 5 10 15 

Leu Phe Asp Lys Leu Glu lie Gly He Ala Ser Asp Val Thr He Arg 

20 25 30 

Asp Lys Trp Ser Cys Gly Glu He Lys Lys Pro Glu Thr He Asn Tyr 

35 .40 45 

Arg Thr Phe Lys Pro Glu Lys Gly Gly Leu Phe Cys Glu Lys He Phe 

50 .55 60 

Gly Pro Thr Lys Asp Trp Glu Cys Tyr Cys Gly Lys Tyr Lys Lys He 
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65 70 75 80 





n i £> 


Lys 


Gly 


He 


Val 


Cys 


Asp 


Arg 


Cys 


Glv 


Val 


Glu 


Val 


Thr 


Leu 










85 










90 










95 




Ser 


Lys 


Val 


Arg 


Arg 


Glu 


Arg 


Met 


Ala 


His 


lie 


Glu 


Leu 


Ala 


Val 


Pro 








100 










105 










110 






lie 


Val 


His 


He 


Trn 
1 1 


Phe 


Phe 


Lys 


Thr 


Thr 


Pro 


Ser 


Arg 


He 


Glv 


Asn 






1 1 q 
i j > 










12 0 










125 








up 1 

V CI 1 


Leu. 


Gly 


Met 


Thr 


Ala 


Ser 


Asp 


Leu 


Glu 


Arg 


Val 


He 


Tvr 


Tvr 


Glu 




IJu 










1 1 S 










140 










pin 


ryr 


Va 1 
val 


Va 1 
v d.i 


Tip 


7A cr r> 


Prn 

XT 1 \J 


Gly 


As n 


Thr 


Asp 


Leu 


Val 


Lys 


Lys 


Gin 


1 41 D 










i ^n 










155 










160 


Leu 


Leu 


' Asn 


Asp 


1 1 a 

nla 


Lys 


ryr 


7A y r~r 

-tt.1 y 


Glu 


Val 


Val 


Glu 


Lys 


up 


Gly 


Lys 










1 D _> 










17 0 

1 / \j 










175 




Asp 


7A 1 ^ 
rild 




V CL 1 


Ala 

Aid. 


T.wc 

uy 0 


Met 


Gly 


Gly 


Glu 


Ala 


Val 


Tvr 


Asp 


Leu 


Leu 








1 O u 










1 0 -j 










19 0 






Lys 


Cav 


vj> J. Li. 


TV o T» 


Leu 


Glu 


Ser 


Leu 


Leu 


Gly 


Glu 


Leu. 


Lys 


Asp 


Arg 


Leu 






i qc 

13j 










9 on 

W VJ 










205 








Arg 


Lys 


1111 


Lys 


Q o r- 
o cl 


f2l n 


win 


Ala 


Arg 


Met 


Lys 


Leu 


Ala 


Lys 


Arg 


Leu 




9 1 n 

z i u 










215 










220 










Lys 


lie 


val 


bill 


oiy 


IT 1 1 1! 


v d 1 


Cor 

Ocr 1 


Ser 


Ser 


Asn 


Arg 


Pro 


Glu 


Trn 


Met 


ZZ J 




















23 5 










240 


Val 


Leu 


Lys 


Asn 


Tip 

lie 


lr 1 W 


Ua "1 
Veil 


Ua "! 
V A 1 


IT 1 \J 


Pro 

XT 1 \J 


Asp 


Leu 


Arg 


Pro 


Leu 


Val 










Z *4 -> 










250 










255 




Jtrx. t-» 


r 

Leu 


Asp 


Gly 


Gly 


A^g 


Phe 


Ala 


Thr 


Ser 


Asp 


Leu 


Asn 


Asp 


Leu 


Tvr 








260 










265 










270 






Arg 


Arg 


Val 


He 


Asn 


Arg 


Asn 


Asn 


Arg 


Leu 


Lys 


Ala 


He 


Leu 


Arg 


Leu 






275 










28 0 










285 








j—<y s 


i in 


Pro 


Glu 


Val- 


He 


Val 


Arg 


Asn 


Glu 


Lys 


Arg 


Met 


Leu 


Gin 


Glu 




oon 

J \J 
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Ala 


Val 


Asp 


Ala 


Leu 


Phe 


Asp 


Asn 


Glv 


Arg 


His 


Glv 


His 


Pro 


Val 


Met 


J U j 










-J 1 \J 










315 










320 


Gly 


Ala 


Gly Asn 


Arg 


Pro 


Leu 


Lys 


Ser 


Leu 


Ser 


Glu 


Met 


Leu 


Lvs 


Glv 










325 










33 0 










335 




Lys 


Asn 


Gly 


Arg 


Phe 


Arg 


Gin 


Asn 


Leu 


Leu 


Glv 


Lys 


Arg 


Vai 


Asp 


- Jr 








340 










345 










350 






Q £Z> >- 


oiy 


Arg 


Ser 


Val 


He 


He 


Val 


Glv 


Pro 


Glu 


Leu 


Lys 


Phe 


Asn 


Gin 






355 










3 60 










365 








<~ys 




Leu 


Pro 


Lys 


Glu 


Met 


Ala 


Leu 


Glu 


Leu 


Phe 


Glu 


Pro 


Phe 


He 
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Arg 
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He 
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Ala 
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He 
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Ala 
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Jri u 


Glu 
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j. ip 
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Val 


Leu 


Glu 
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He 


He 
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Asn 
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Pro 


Thr 


Leu 
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*1 Z D 










din 






MIS 


Arg 


Leu 


Gly 


Tip 

lie 


*jr 111 


Ala 


p"h 0 
it lie; 


UlU 


Pro 


Val 


Leu 


He 


Glu 


Glv 


Lys 
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fl ft \J 
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Ala. 


He 


Arg 


Val 
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Prn 
rl w 


Leu 


V CL 1 


Cys 


Ala 


Ala 


Phe 


Asn 


Ala 


Asp 


Phe 
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Asp 


Gly Asp 


Gin 


Met 


Ala 


Val 


His 


Val 


Pro 


Leu 


Ser 


He 


GlU 


Ala 


Gin 


465 










470 










475 










480 


Leu 


GlU 


Ala 


Lys 


Val 


Leu 


Met 


Met 


Ala 


Pro 


Asp 


Asn 


He 


Phe 


Leu 


Pro 










485 










490 










495 




Ser 


Ser 


Gly 


Lys 


Pro 


Val 


Ala 


Thr 


Pro 


Ser 


Lys 


Asp 


Met 


Thr 


Leu 


Gly 








500 










505 










510 






He 


Tyr 


Tyr 


Leu 


Met 


Ala 


Asp 


Pro 


Thr 


Tyr 


Phe 


Pro 


Glu 


Glu 


His 


Gly 






515 










520 










525 








Gly 


Lys 


Thr 


Lys 


Ala 


Phe 


Lys 


Asp 


Glu 


Val 


Glu 


Val 


Leu 


Arg 


Ala 


Leu 




530 










535 










540 
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Asn 


Ala 


Gly 


Gly 


Phe 


He 


Leu 
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Tip 

lie 




H 1 \r 
biy 


Cor 


Arg 


Arg 


545 
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~j -J _J 
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Pin 
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J. Ill 


Gly Arg 


biy 


Tl Q 
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n 1 0 


T 1 0 
lie 


n 1 


C 1 1 1 
b 111 
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Tip 
lie 


Lys 


vai 
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ASp 


Plu 
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p l n 
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T 1 p 
1 JL tr 
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lie 


p.ln 

blU 
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Pro 


C 1 \r 
biy 


Arg 


val 


rflB 


"DV» & 

rne 


Asn 








con 

D O U 










585 










can 

D -7 






1 HI 


T "> p 


val 


Pro 


Lys 


Pin 

bl U 


Leu 


biy 


Php 
x lie 
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b 111 


Asn 


iyr 


Ser 


Mp t~ 

i v ie l. 


Pro 


Ser 






S 9 ^ 

_J J7 _> 
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n s 








Lys 


Arg 


Tin 

lie 


Coy 


Pin 


Leu 


Tip 

lie 


Leu 


pin 
bin 


Cys 


iyr 


Lys 


Lys 


Val 


Pl w 

biy 


Leu 




O 1 VJ 










CI c 

DID 










DZU 










Pin 
1 Li 


al a 


1 ill 


Val 


Arg 


xrlie 


Leu 


Asp 


Asp 


Leu 


Lys 


Pin 
blU 


Leu 


pK/ 
biy 


rllG 


vai 


6 9 ^ 
O ^ J 










U J u 










ODD. 










Ofi u 


b ill 


Seir 


Tnr 


Lys 


Ala 
/a 1 a 


nla 


Tl p 

lie 


Ser 


Mot- 


b xy 


Leu 


liy 0 


Asp 


Val 


Lys 


lie 










D ft p 










D ju, 










Odd 




Pro 


pi n 
blU 


lie 


Lys 


Lys 


pi M 

blU 


Tl A 

lie 


Leu 


Lys 


Asp 


Aia 


Tyr 


Asp 


Lys 


vai 


Ala 








£ £ n 










ODD 










D / U 






lie 


Val 


Lys 


Lys 


Pin 

bill 


Tyr 


Pin 
blU 


Asp 


Pl w 

biy 


lie 


T T q 

1 1 e- 


1 nr 


Asp 


P T 1 T 

biy 


blU 


Arg 
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DO v 










OOj 








nib 


Ser 


Lys 


1 XI JL 


Tip 
lie 


•Ser 


Tip 

lie 


irp 


1111 


pjn 
b 1 LI 


val 


Ser 


Asp 


Leu 


Leu 


Ser 




6 9 0 










69 5 










7 00 










Asn 


/\ld 


Leu 


lyr 


Ser 


pin 

bill 


lie 


Lys 


Lys 


Pin 
bill 


1 ill 


Asn 


Ser 


Lys 


ills 


Asn 


7 05 










71 0 
/ i \j 










715 










7 0 n 


x 1 tj 


Leu 


■pVi 0 

L IlC 


Leu 


171 e L. 


v a 1 


Aau 


Q Q >- 

0 el 


P 1 \ r 

biy 


riil a. 


Arg 


biy 


Asn 


Lys 


Ser 


P 1 

bin 










79 S 










730 










7*^ R 




LeU 


Lys 


pin 


T .01 1 
lien 


P] v 
ol y 


r\J. a 


Leu 


Arg 


biy 


Leu 


i v ie u 


Ala 
r\ 1 a 


Lys 


x 1 O 


Asn 


Pit; 

biy 








74 n 










/ *± D 










7CA 






r\±cL 


Ti 0 
lie 


lie 


m 11 

b 1 U. 




x 1 U 


Tip 
lie 


1111 


O ov 

oei 


Asn 


PVlD 

iriie 


Arg 


pin 

bill 


biy 


Leu 


Thr 






7 










7 60 










7 ^ 

/ D D 








VdJ. 


Leu 


pin 
bl U 


•TH r y- 

iyr 


ocl 


Tip 

lie 


O O T* 

O e 1 


Q 0 y 
O el 


nio 


biy 


t\ 1 a 


Arg 


Lys 


biy 


T pi 1 


Ala 




77 0 










77 R 

/ / D 










7 a n 










Asp 


J. III. 


Ala 


Ui cr 

n j.o 


T Aye: 


1 ill 


11 3 

/\i a 


Asp 


oei 


biy 


±yr 


T op 


1 11 1 


Arg 


Arg 


Leu 


7 ft R 










7 a n 










/ J D 










0 u u 


Val 


Asp 


Val 


/a. 1 a 


r-ln 

bill 


Asp 


val 


Tip 
lie 


Tl 0 
lie 


1111 


O 1 1 1 
blU 


Arg 


Asp 


Cys 


biy 


IT)*)— v- 

1 nr 










OU j 










810 










O 1 D 




LiGU 


Asn 


nio 


lie 


Pin 
bill 


v a 1 


Ser 


1 111 ■ 


Tip 
lie 


Arg 


pin 
bill 


biy 


0 er 


Pin 
blU 


Pin 
blU 


Leu 


















J 










O J U 






Leu 


Pro 


Leu 


Lys 


Asp 


Arg 


Val 


Tyr 


biy 


Arg 


mr 


Val 


Ser 


blU 


Asn 


lie 






A "3 ^ 
0 0 D 










ft A fi 

O f± U 










Q /! C 

O ft D 








Tyr 


bin 


Pro 




Asp 


Lys 


O i^V >- 


Asn 


vai 


Leu 


Ala 


Tyr 


Aia 


P 1 * r 

biy 


Asp 


val 














ODD 










0 b U 










Leu. 


i nr 


Ser 


Ala . 


p i vi 

bin 


Aia 


Pin 
blU 


Aia 


Tl Q 

lie 


Asp 


Asp 


Aia 


pi., 
biy 


lie 


blU 


Ser 


ODD 










A7 n 










07c 
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0 O U 


Val 


Lys 


lie 


Arg 


Ser 


xnr 


L6U 


n~ V-> v- 

inr 


Cys 


pin 

blU 


Ser 


Arg 


Arg 


biy 


vai 


Cys 










OOD 




















Q O c: 

0 y d 




Aia 


Lys 


Cys 


Tyr 
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bly 


Leu 


Asn • 


Leu 


Aia 


Asn 


Gly 


His 


L€l2 


lie 


Gxy 


Leu 








0 ri n 
y U U 










one; 

_7 VJ D 
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b ly 


pi n 

bill 


TV 1 -a 
Ala 


val 


p. 1 \/ 


1 i.e 


Tl« 

lie 


Aia 


Aia 


P 1 ri 

bin 


Ser 


He 


Gly 


Glu 


Pro 


Gly 






?1j 










q *? n 










925 








mr 


bin 


Leu 


Thr 


Met 


Arg 


mr 


Phe 


His 


Leu 


Gly 


Gly 


Val 


Ala 


Ala 


Thr 




9 ^ n 

y j u 










y J J 










940 










Ser 


Ser 


Thr 


Pro 


GlU 


He 


Val 


Ala 


Glu 


Cys 


Asp 


Gly 


lie 


Leu 


Val 


Tyr 


945 










950 










955 










960 


Leu 


Asp 


Leu 


Arg 


Val 


Val 


Val 


Asp 


Gin 


Glu 


Gly Asn 


Asn 


Leu 


Val 


Leu 










965 










970 










975 




Asn 


Lys 


Met 


Gly 


Ala 


Leu 


His 


Leu 


Val 


Gin 


Asp 


Glu 


Gly Arg 


Ser 


Leu 








980 










985 










990 






Ser 


Glu 


Tyr 


Lys 


Lys 


Leu 


Leu 


Ser 


Thr 


Lys 


Ser 


He 


Glu 


Ser 


Leu 


Ala 






995 










1000 








1005 






Thr 


Phe 


Pro 


Val 


Glu 


Leu 


Gly 


Ala 


Lys 


He 


Leu 


Val 


Asn 


Asp 


Gly 


Ala 
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1010 1015 1020 

Ala Val Thr Ala Gly Gin Arg lie Ala Glu Val Glu Leu His Asn lie 
1025 1030 1035 1040 

Pro lie lie Cys Asp Lys Pro Gly Phe Val His Tyr Glu Asp Leu Val 

1045 1050 1055 

Glu Gly Val Ser Thr Glu Lys Val Ala Asn Lys Asn Thr Gly Leu Val 

1060 1065 1070 

Glu Leu lie Val Lys Gin His Arg Gly Glu Leu His Pro Gin lie Ala 

• 1075 1080' 1085 

lie Tyr Ala Asp Ala Asn Met Lys Glu Leu Val Gly Thr Tyr Ala lie 

1090 1095 1100 

Pro Ser Gly Ala lie lie Ser Val Glu Glu Gly Gin Arg lie Ala Pro 
1105 1110 1115 1120 

Gly Met Leu Leu Ala Arg Leu Pro Arg Gly Ala lie Lys Thr Lys Asp 

1125 1130 1135 

lie Thr Gly Gly Leu Pro Arg Val Ala Glu Leu Val Glu Ala Arg Lys 

1140 1145 1150 

Pro Glu Asp Ala Ala Asp lie Ala Lys lie Asp Gly Val Val Asp Phe 

1155 1160 1165 

Lys Gly lie Gin Lys Asn Lys Arg lie Leu Val Val Arg Asp Glu lie 

1170 1175 1180 

Thr Gly Met Glu Glu Glu His Leu lie Ser Leu Thr Lys His Leu lie 
1185 1190 1195 1200 

Val Gin Arg Gly Asp Ser Val lie Lys Gly Gin Gin Leu Thr Asp Gly 

1205 1210 1215 

Leu Val Val Pro His Glu lie Leu Ala lie Cys Gly Val Arg Glu Leu 

1220 1225 1230 

Gin Lys Tyr Leu Val Asn Glu Val Gin Glu Val Tyr Arg Leu Gin Gly 

1235 1240 1245 

Val Asp lie Asn Asp Lys His lie Glu lie lie Val Arg Gin Met Leu 

1250 1255 1260 

Gin Lys Val Arg lie Thr Asp Pro Gly Asp Thr Thr Leu Leu Phe Gly 
1265 1270 1275 1280 

Glu Asp Val Asp Lys Lys Glu Phe Tyr Glu Glu Asn Arg Arg Thr Glu 

1285 1290 1295 

Glu Asp Gly Gly Lys Pro Ala Gin Ala Val Pro Val Leu Leu Gly lie 

1300 * 1305 1310 

Thr Lys Ala Ser Leu Gly Thr Glu Ser Phe lie Ser Ala Ala Ser Phe 

1315 1320 1325 

Gin Asp Thr Thr Arg Val Leu Thr Asp Ala Ala Cys Ser Ser Lys Thr 

1330 1335 1340 

Asp Tyr Leu Leu Gly Phe Lys Glu Asn Val lie Met Gly His Met lie 
1345 1350 1355 1360 

Pro Gly Gly Thr Gly Phe Asp Thr His Lys Arg lie Lys Gin His Leu 

1365 1370 1375 

Glu Lys Glu Gin Glu Asp Leu Val Phe Asp Phe Asp Ser Glu Phe Glu 

1380 1385 1390 

Ser Val Ala Gly 
13 9 5 



(2) INFORMATIONS POUR LA SEQ ID NO: 12 0: 



(i) CARACTERISTIQUES DE LA SEQUENCE ; 

(A) LONGUEUR: 2 98 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 
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(viii) POSITION DANS LE GENOME: 124 09 5 1249 83 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 120: 

His Leu Glu Ser Lys lie Asp Lys Val Phe Met Ser Ser Gin Phe Asp 

1 " 5 10 15 

Gin Phe Lys Leu Trp Ser Val Leu Val Gly Asp Thr Gly Asp Pro Ala 

20 25 30 

Leu lie Lys Thr Leu Gly Val Gin Asp Ala Thr Thr Asn Pro Ser Leu 

35 40 45 

lie Leu Lys Val Ala Gin Glu Pro Lys Tyr Gin Ser Met Leu Thr Glu 

50 55 60 

Ala lie Ser Trp Gly lie Arg Gin Asn Gly Asp Asp Val Gin Thr Leu 
65 70' 75 80 

Thr Phe Val Leu Asp Lys lie Gin Val Asn Leu Gly Leu Glu lie Leu 

85 90 95 

Lys His Val Pro Gly Arg Val Ser Leu Glu He Asp Ala Arg Leu Ser 

100 105 HO 

Phe Asn Thr Glu Ala Met Val Gin Arg Ala He Phe Leu Ser Gin Leu 

115 120 125 

Phe Glu Lys Met Gly Gly Asp Lys Lys Arg Leu Leu Val Lys He Pro 

130 135 140 

Gly Thr Trp Glu Gly He Cys Ala Ala Glu Val Leu Glu Ser Gin Gly 
145 150 155 160 

He Ala Cys Asn Val Thr Leu He Phe Asn Leu Val Gin Ala He Ala 

165 170 175 

Ala Ala Lys Ala Lys Val Thr Leu Val Ser Pro Phe Val Gly Arg He 

180 185 190 

Tyr Asp Trp Trp He Ala Ala Tyr Gly Ala Glu Gly Tyr Ser He Glu 

195 200 205 

Ala Asp Pro Gly Val Ala Ser Val Ala Asn He Tyr Ser Tyr Tyr Lys 

210 215 220 

Lys Phe Asp He Pro Thr Gin He Met Ala Ala Ser Phe Arg Thr Lys 
225 230 235 240 

Glu Gin Val Leu Ala Leu Ala Gly Cys Asp Phe Leu Thr Val Ser Pro 

245 250 255 

Lys Leu Leu Glu Glu Leu Lys Lys Asp Gin Gin Pro Val Glu Arg Lys 

260 265 270 

Leu Ser Val Glu Glu Ala Lys Lys He Arg Tyr Ser Thr Cys Gly Val 

275 280 285 

Val Arg Glu Cys He Ser Val Leu Asn Glu 
290 295 



(2) INFORMATIONS POUR LA SEQ ID NO: 121: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 78 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 124873 125106 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 121: 
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Lys Asn Ser Arg Lys lie Ser Ser 
1 5 
Lys Lys Arg Lys Lys Leu Asp lie 
20 

Val Phe Arg Phe Leu Met Asn Glu 

35 40 
Ala Glu Gly lie Arg lie Phe Ser 

50 55 
Ala Val Thr Glu Phe lie Arg Gin 
65 70 



Leu Leu Lys Glu Ser Leu Ala Trp 

10 15 
Gin Pro Val Glu Leu Ser Glu Ser 
25 30 
Asp Ala Met Ala Thr Glu Lys Leu 
45 

Gly Asp Thr Gin lie Leu Glu Ser 
60 

lie Ala Ala Gin Glu Ala 
75 



(2) INFORMATIONS POUR LA SEQ ID NO: 122: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: . 242 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 12553 6 .. 126261 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 122: 

Asn Gin Thr Leu Asn Leu Met Lys Arg Val lie Leu Cys Ser Leu Leu 

1 5 10 15 

Phe Ala Ser Phe Pro lie Val Ser Lys Ala Ala Ala Glu Gly Lys Pro 

20 25 30 

Leu Ser Arg Ala Ala Gin Leu Arg Glu Lys Arg Lys Asp Leu His Val 

3.5 40 45 

Ser Arg Lys Pro Ser Pro Arg Tyr Ala Leu Lys Lys Arg Ala Leu Glu 

50 • 55 60 

Ala Lys Lys Asn Arg Pro Ser lie Ser Trp lie Thr Tyr Ser Asn Ala 
65 70 75 80 

Thr Tyr Ser Phe Leu lie Pro Asn Thr Trp Gin Cys lie Asp Asp Lys 

85 90 95 

Thr Gin Leu Pro Glu Lys Leu Asp Val Leu Phe lie Gly Lys Gly Ala 

100 105 110 

Gly Gly Leu Thr Pro Thr lie Asn Ser Ala His Glu lie lie His Lys 

115 120 125 

Thr Glu Asp Ala Tyr lie Glu Glu lie Leu Asp Tyr His Arg Ala Asn 

130 135 140 

Glu Asn Thr Leu Glu Ser Ser lie Phe Ala His lie Gin Ala Pro Ser 
145 150 155 160 

Gly Lys Phe Thr lie lie Lys Thr Glu Lys Asn Thr Ser Trp Gly Arg 

165 170 175 

Val Phe Cys Leu Gin Gly Val Thr Val lie Asp His Thr Ala Tyr lie 

180 185 190 

Phe Thr Ser Thr Ser Thr lie Asp Asp Tyr Pro Asn Val Ser Leu Ala 

195 200 205 

Leu Leu Lys Ala Ala Ser Ser Phe Lys Leu Ser Glu Lys Glu Glu Ala 

210 215 220 

Ala Arg Gly Asp Ala lie Leu Glu Lys Ala Leu Lys Asp Leu Gin Asn 
225 230 235 240 

Gly Lys 



906 



(2) INFORMATIONS POUR LA SEQ ID NO: 123: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 201 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE:- oui 



(viii) POSITION DANS LE GENOME: 126328 .. 12 6 93 0 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 123: 



Thr 


Leu 


Phe 


Phe 


Leu 


Val 


Ser 


Asp 


Met 


Ala 


Asp 


Leu 


Ser 


Ala 


Gin 


Asp 


1 








5 










10 










15 




Lys 


Leu 


Lys 


Gin 


He 


Cys 


Asp 


Ala 


Leu 


Arg 


Glu 


Glu 


Thr 


Leu 


Lys 


Pro 








20 










25 










30 






Ala 


Glu 


Glu 


Glu 


Ala 


Gly 


Ser 


lie 


Val 


His 


Asn 


Ala 


Arg 


Glu 


Gin 


Ala 






35 










40 










45 








Lys 


Arg 


lie 


Val 


Glu 


Glu 


Ala 


Lys 


Glu 


Glu 


Ala 


Gin 


Arg 


He 


He 


Arg 




50 










55 










-60 










Ser 


Ala 


Glu 


Glu 


Thr 


Ala 


Asp 


Gin 


Thr 


Leu 


Lys 


Lys 


Gly 


Glu 


Ala 


Ala 


65 










70 










75 










80 


Leu 


Val 


Gin 


Ala 


Gly 


Lys 


Arg 


Ser 


Leu 


Glu 


Asn 


Leu 


Lys 


Gin 


Ala 


Val 










85 










90 










95 




Glu 


Thr 


Lys 


He 


Phe 


Arg 


Glu 


Ser 


Leu 


Gly 


Glu 


Trp 


Leu 


Asp 


His 


Val 








100 










105 










110 






Ala 


Thr 


Asp 


Pro 


Glu 


Val 


Ser 


Ala 


Lys 


Leu 


Val 


Gin 


Ala 


Leu 


Val 


Gin 






115. 










120 










125 








Ala 


Val 


Asp 


Ala 


Gin 


Gly 


He 


Ser 


Gly 


Asn 


Leu 


Ser 


Ala 


Tyr 


He 


Gly 




130 










135 










140 










Lys 


His 


Val 


Ser 


Ala 


A.rg 


Ala 


Val 


Asn 


Glu 


Ala 


Leu 


Gly 


Lys 


Glu 


He 


145 










150 










155 










160 


Thr 


Ser 


Lys 


Leu 


Lys 


Glu 


Lys 


Gly 


Val 


Ser 


Val 


Gly 


Lys 


Phe 


Ser 


Gly 










165 










170 










175 




Gly 


Ala 


Gin 


Leu 


Lys 


Val 


Glu 


Glu 


Arg 


Asn 


Trp 


Val 


Leu 


Asp 


Met 


Ser 








180 










185 










190 






Ser 


Glu 


Val 


Leu 


Leu 


Asp 


Phe 


He 


Asp 

















195 . 200 



(2) INFORMATIONS POUR LA SEQ ID NO: 124: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 216 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 127 13 8 1277 85 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 124: 

Glu Arg Val Met Asn Gin Tyr Tyr Phe Leu Ser Ser Phe Leu Ser Pro 
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1 

1 








b 










i u 










1 b 




Gin 


Gin 


Pro 


Glu 


Ser 


Ser 


Pro 


Leu 


Tyr 


Ser 


Phe 


Gin 


Glu 


He 


Asn 


Asp 








z u 










Z _) 
















Leu 


Leu 


Ala 


Leu 


Asn 


Phe 


Thr 


Asp 


Lys 


Asp 


Trp 


Arg 


Ser 


Tyr 


Val 


lie 






-j b 










4 U • 










4 b 








Leu 


Arg 


Arg 


Phe 


Pne 


Asp 


Leu 


GlU 


Asn 


Phe 


Ala 


Phe 


pne 


Trp 


Ala 


Gly 




b U 










b d 










D u 










Lys 


Ser 


lie 


Pro 


Pne 


Ser 


Phe 


Gly 


Thr 


vai 


Thr 


Asn 


Ser 


Asn 


val 


Glu 


6b 










/ u • 




















0 U 


Ser 


Leu 


Leu 


Arg 


Leu 


Gin 


Met 


Trp 


Ser 


Asp 


Glu 


Trp 


Glu 


Pne 


Glu 


Asp 










ob 










y u 










y b 




Phe 


Phe 


Lys 


Asp 


Phe 


Leu 


Leu 


Arg 


Tyr 


Lys 


Thr 


Pro 


Arg 


Glu 


Arg 


Leu 








100 










1 U b 










IIU 






Thr 


His 


Phe 


Ser 


Glu 


Leu 


Val 


Arg 


Asp 


Phe 


Leu 


Asp 


His 


Tyr 


Gin 


Asp 






115 










120 










1 z b 








Tyr 


Pro 


Ser 


Glu 


Phe 


Leu 


Arg 


Thr 


Tyr 


Pne 


Arg 


Pne 


Lys 


Gin 


Asp 


Leu 




1 J r J 










1 ~x 
ij j 










J. ft U 










Arg 


lie 


He 


Leu 


Ala 


Gly 


Phe 


Arg 


Ala 


Arg 


Val 


Met 


Gin 


Lys 


Asp 


Val 


145 










150 










155 










160 


Ser 


Phe 


Val 


Leu 


Arg 


Asp 


GlU 


Asp 


Ser 


Ser 


Asn 


Pro 


He 


Val 


Leu 


His 










165 










170 










175 




Val 


Leu 


Met 


Gin 


Lys 


Asp 


Ser 


Pro 


Asn 


Tyr 


Glu 


Leu 


Pro 


Asp 


Glu 


Phe 








180 










185 










190 






Phe 


Glu 


Leu 


Arg 


Asp 


Val 


Leu 


Gly Arg 


Leu 


Arg 


Ala 


Ser 


Ser 


Thr 


His 






195 










200 










205 








Val 


Glu 


Ser 


Asp 


Ser 


Leu 


Phe 


Leu 



















210 215 



(2) INFORMATIONS POUR LA SEQ ID NO: 125: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 5 97 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: liheaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 127 9 24 12 97 14 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 125: 



Asp 


Gly 


Glu 


Arg 


Asn 


Gin 


Met 


Val 


Ala 


Thr 


Ser 


Lys 


Gin 


Thr 


Thr 


Gin 


1 








5 










10 










15 




Gly 


Tyr 


Val 


Val 


Glu 


Ala 


Tyr 


Gly 


Asn 


Leu 


Leu 


Arg 


Val 


His 


Val 


Asp 








20 










25 










30 






Gly 


His 


Val 


Arg 


Gin 


Gly 


Glu 


Val 


Ala 


Tyr 


Val 


Ser 


Val 


Asp 


Asn 


Thr 






35 










40 










45 








Trp 


Leu 


Lys 


Ala 


Glu 


He 


He 


Glu 


Val 


Val 


Gly 


Met 


Lys 


Leu 


Arg 


Phe 




50 










55 










60 










Gin 


Val 


Phe 


GlU 


Glu 


Thr 


Gin 


Gly 


He 


Ser 


Arg 


Gly 


Ala 


Leu 


Val 


Thr 


65 










70 










75 










80 


Phe 


Ser 


Gly 


His 


Leu 


Leu 


GlU 


Ala 


Glu 


Leu 


Gly 


Pro 


Gly 


Leu 


Leu 


Gin 










85 










90 










95 




Gly 


He 


Phe 


Asp 


Gly 


Leu 


Gin 


Asn 


Arg 


Leu 


Glu 


He 


Leu 


Ala 


Asp 


Thr 








100 










105 










110 






Ser 


Leu 


Phe. 


Leu 


Arg 


Arg 


Gly 


GlU 


Tyr 


Val 


Asn 


Ala 


He 


Cys 


Arg 


Glu 






115 










120 










125 
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Thr Val Trp Ala Tyr Thr Gin Lys Ala Ser Val Gly Ser Val Leu Ser 

130 135 140 

Arg Gly Asp Val Leu Gly Thr Val Lys Glu Gly Arg Phe Asp His Lys 
145 150 155 160 

lie Met Val Pro Phe Ser Cys Phe Glu Glu Val Thr lie Thr Trp Val 

165 170 175 

lie Ser Ser Gly Asn Tyr Thr Val Asp Thr Val Val Ala Lys Gly Arg 

180 185 190 

Thr Ser Thr Gly Glu Glu Leu Glu Phe Thr Met Val Gin Lys Trp Pro 

195 200 205 

lie Lys Gin Ala Phe Leu Glu Gly Glu Lys Val Pro Ser His Glu lie 

210 215 220 

Met Asp Val Gly Leu Arg Val Leu Asp Thr Gin lie Pro Val Leu Lys 
225 230 235 240 

Gly Gly Thr Phe Cys Thr Pro Gly Pro Phe Gly Ala Gly Lys Thr Val 

245 250 255 

Leu Gin His His Leu Ser Lys Tyr Ala Ala Val Asp lie Val Val Leu 

260 265 270 

Cys Ala Cys Gly Glu Arg Ala Gly Glu Val Val Glu lie Leu Gin Glu 

275 280 285 

Phe Pro His Leu Lys Asp Pro His Thr Gly Gin Ser Leu Met His Arg 

290 295 300 

Thr Cys lie lie Cys Asn Thr Ser Ser Met Pro Val Ala Ala Arg Glu 
305 310 315 320 

Ser Ser lie Tyr Leu Gly lie Thr lie Ala Glu Tyr Tyr Arg Gin Met 

325 330 335 

Gly Leu His lie Leu Leu Leu Ala Asp Ser Thr Ser Arg Trp Ala Gin 

340 345 350 

Ala Leu Arg Glu lie Ser Gly Arg Leu Glu Glu lie Pre Gly Glu Glu 

355 360 365 

Ala Phe Pro Ala Tyr Leu Ala Ser Arg lie Ala Ala Phe Tyr Glu Arg 

370 375 380 

Gly Gly Ala Val Lys Met Lys Asp Gly Ser Glu Gly Ser Leu Thr lie 
385 390 395 400 

Cys Gly Ala Val Ser Pro Ala Gly Gly Asn Phe Glu Glu Pro Val Thr 

405 410 415 

Gin Ala Thr Leu Ser Val Val Gly Ala Phe Cys Gly Leu Ser Lys Ala 

420 425 430 

Arg Ala Asp Ala Arg Arg Tyr Pro Ser lie Asp Pro Met lie Ser Trp 

435 440 445 

Ser Lys Tyr Leu Asp Ser Val Ala Glu lie Leu Glu Lys Lys Val Pro 

450 455 460 

Gly Trp Gly Glu Ser Val Lys Gin Ala Ser Arg Phe Leu Glu Glu Gly 
465 470 _ 475 480 

Ala Glu lie Gly Lys Arg lie Glu Val Val Gly Glu Glu Gly lie Ser 

485 490 495 

Met Glu Asp Met Glu lie Phe Leu Lys Ser Glu Leu Tyr Asp Phe Cys 

500 505 510 

Tyr Leu Gin Gin Asn Ala Phe Asp Ala Glu Asp Cys Tyr Cys Pro Phe 

515 520 525 

Asp Arg Gin lie Glu Leu Phe Ser Leu Met Asn His lie Phe Asn Ser 

530 535 540 

Arg Phe Cys Phe Asp Cys Pro Asp Asn Ala Arg Ser Phe Phe Leu Glu 
545 550 - 555 560 

Leu Gin Ser Lys lie Lys Thr Leu Asn Gly Gin Lys Phe Leu Ser Glu 

565 570 575 

Glu Tyr Gin Lys Gly Leu Glu Val lie Tyr Lys Leu Leu Glu Ser Lys 

580 585 590 

Met Val Gin Thr Ala 



909 



595 



(2) INFORMATIONS POUR LA SEQ ID NO : 12 6: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 43 8 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 12 972 0 . . 13 1 03 3 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 126: 

Met Gin Thr lie Tyr Thr Lys lie Thr Asp lie Lys Gly Asn Leu lie 

1 5 10 15 

Thr Val Glu Ala Glu Gly Ala Ser Leu Gly Glu Leu Val Gin lie Glu 

20 25 30 

Arg Ala Asp Gly Arg Ser Ser Tyr Ala Ser Val Leu Arg Phe Asp Ala 

35 40 45 

Arg Lys Val Thr Leu Gin Val Phe Gly Gly Thr Ser Gly Leu Ser Thr 

50 55 60 

Gly Asp Lys Val lie Phe Leu Gly Arg Pro Met Glu Val lie Tyr Gly 
65 70 75 80 

Asp Ser Leu Leu Gly Arg Arg Phe Asn Gly Thr Gly Lys Pro lie Asp 

85 90 95 

His Glu Asp Glu Cys Phe Gly Glu Pro lie Pro He Thr Thr Pro Ser 

100 105 110 

Phe Asn Pro Val Cys Arg He Val Pro Arg Glu Met Val Arg Thr Asn 

115 120 125 

He Pro Met He Asp Met Phe Asn Cys Leu Val Lys Ser Gin Lys He 

130 135 140 

Pro He Phe Ser Ser Ser Gly Glu Asn His Asn Ala Leu Leu Met Arg 
145 150 155 160 

He Ala Ala Gin Thr Asp Ala Asp He Val He He Gly Gly Met Gly 

165 170 175 

Leu Thr Phe Val Asp Tyr Asn Phe Phe Val Glu Glu Ser Gin Arg Leu 

180 185 190 

Gly Phe Ala Asp Lys Cys Val Lys Phe He His Lys Ala Val Asp Ala 

195 200 205 

Pro Val Glu Cys Val Leu He Pro Asp Met Ala Leu Ala Cys Ala Glu 

210 215 220 

Arg Phe Ala Leu Glu Gin Gin Lys Asn Val Leu Val Leu Leu Thr Asp 
225 230 235 240 

Met Thr Ala Phe Ala Asp Ala Leu Lys Glu He Ala He Thr Met Asp 

• 245 250 255 

Gin He Pro Ala Asn Arg Gly Tyr Pro Gly Ser Leu Tyr Ser Asp Leu 

260 265 270 

Ala Val Arg Tyr Glu Lys Ala Val Asp He Ala Gin Gly Gly Ser He 

275 280 285 

Thr Leu He Ser Val Thr Thr Met Pro Gly Asp Asp He Thr His Pro 

290 295 300 

Val Pro Asp Asn Thr Gly Phe He Thr Glu Gly Gin Phe Tyr Leu Lys 
305 310 315 320 

Asp Asn Arg He Asp Pro Phe Gly Ser Leu Ser Arg Leu Lys Gin Leu 
325 330 335 
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Val 


lie 


Glv 


Lys 


Lys 


Thr 


Ar g 


Glu 


Asp 


nib 


(j±y 


Asp 


Leu 


Ala 


Asn 


Ala 








340 










345 










Ten 

jdU 






Leu 


lie 


Arg 


Leu 






Asp 




Arg 


Lys 


Ser 


Ala 


Glu 


Arg 


Met 


Sex- 






355 










i n 

J o u 










Job 






Met 


Gly 


Phe 


Lys 


Leu 


Ser 


Asn 


Trp 


Asp 


Lys 


Lys 


Leu 


Leu 


Ala 


Phe 


Ser 




370 










375 










380 










Glu 


Leu 


Phe 


Glu 


Ala 


Arg 


Leu 


Met 


Ser 


Leu 


Glu 


Val 


Asn 


He 


Pro 


Leu 


385 










390 










395 










400 


Glu 


Glu 


Ala 


Leu 


Asp 


He 


Gly 


Trp 


Lys 


He 


Leu 


Ser 


Gin 


Ser 


Phe 


His 










405 










410 










415 




Ser 


Glu 


Glu 


Val 


Gly 


He 


Lys 


Glu 


Gin 


Leu 


He 


Gin 


Lys 


Tyr 


Trp 


Pro 








420 










425 










430 




Lys 


Ala 


Cys 


Leu 


His 


Lys 























435 



(2) INFORMATIONS POUR LA SEQ ID NO: 127: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 2 04 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineai r e 

( i i i } HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 131018 13 1629 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 127: 



Ser 


Met 


Ser 


Ser 


Gin 


He 


Lys 


Leu 


Thr 


Lys 


Asn 


Ser 


Tyr 


Arg 


Ala 


Glu 


1 








5 










10 










15 




Lys 


Gin 


Lys 


Leu 


Asn 


Met 


Leu 


Gly 


Met 


Tyr 


Leu 


Pro 


Thr 


Leu 


Lys 


Leu 








20 










25 










30 




Lys 


Lys 


Ala 
35 


Leu 


Leu 


Gin 


Ala 


Glu 
40 


Val 


Gin 


Ser 


Ala 


He 
45 


Arg 


Leu 


Ala 


Ala 


Glu 
50 


Ser 


Thr 


Ala 


Thr 


Asn 
55 


Glu 


Gin 


Ala 


Arg 


Asp 
60 


Arg 


Met 


Tyr 


Ala 


Phe 


Ala 


Glu 


Leu 


Phe 


Ser 


He 


Pro 


Leu 


Tyr 


Thr 


Asp 


Ala 


Val 


Glu 


Gin 


65 










70 










75 








80 


Cys 


Phe 


Ser 


Val 


Asp 


He 


Leu 


Glu 


Lys 


Asp 


Val 


Glu 


Asn 


He 


Ala 


Gly 










85 










90 










95 


Val 


Glu 


Val 


Pro 


Leu 


Leu 


Lys 


Arg 


Val 


Val 


Leu 


Thr 


Ser 


Pro 


Glu 


Tyr 








100 










105 










110 




Ser 


Leu 


Leu 
115 


Asp 


Thr 


Pro 


lie 


Trp 
120 


Leu 


Asp 


Ser 


Leu 


Leu 
125 


Ala 


Ser 


Val 


Lys 


Glu 


Tyr 


Val 


Val 


Ser 


Lys 


He 


Tyr 


Ala 


Glu 


Asn 


Ala 


Gin 


Glu 


Arg 




130 










135 










140 








Leu 


Leu 


Leu 


Leu 


Glu 


Glu 


Glu 


Leu 


Arg 


Arg 


Val 


Ser 


He 


Arg 


Val 


Asn 


145 










150 










155 








160 


Leu 


Phe 


Glu 


Lys 


Lys 


Leu 


He 


Pro 


Thr 


Thr 


Ser 


Gin 


Thr 


Leu 


Lys 


Lys 










165 










170 










175 


He 


Ala 


He 


Phe 
180 


Leu 


Ser 


Asp 


Arg 


Ser 
185 


He 


Thr 


Asp 


Val 


Gly 
190 


Gin 


Met 


Lys 


Met 


Ala 
195 


Lys 


Lys 


Lys 


lie 


Gin 
200 


Gin 


His 


Lys 


Glu 











(2) INFORMATIONS POUR LA SEQ ID NO: 128: 
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(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 441 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 13 183 4 .. 13 3 15 6 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 12 8: 

Ser Thr Lys Ser Gly Tyr Leu Val Thr Glu Gin Leu Leu Gin Glu lie 

1 5 10 15 

Phe Asp Leu Asn -Gin Glu lie Thr Thr Leu Thr Glu Ser Leu Lys Ala 

20 25 30 

Leu Gly Lys Xaa lie Val Arg Val Lys Pro Leu Gly Asp Phe Ser Ser 

35 40 45 

Glu Glu lie Arg Glu Leu Thr Leu Lys Thr Gly Leu Ala Val Arg Phe 

50 55 60 

Phe Tyr Lys Arg His lie Glu Gly Ala Pro Leu Glu Val Glu Glu Glu 
65 70 75 80 

Asn Val Phe Tyr Leu Ala Thr Ala Tyr Asn Tyr Asp Tyr Tyr Ala Val 

85 90 95 

lie Gly lie Val Ser Leu Ser Lys Asp lie Phe Thr Glu lie Glu Ala 

100 105 110 

Pro Arg Ser Val Asn Glu Leu Arg Glu Glu Ala Gly His Leu Gin Ala 

115 120 125 

Leu Leu Arg Lys Lys Lys Ala Arg Val Cys Glu Leu Tyr Ala Tyr Arg 

130 135 140 

Glu Asp Leu Leu Glu Ala Leu Cys Glu Gin Cys Asn Glu Gin Ser Leu 
145 150 155 160 

Gin His Ala Glu Ala Ser Ala Glu Asp Leu Phe Asp Asp Lys Val Phe 

165 170 175 

Ser Ala Leu Gly Trp Val lie Val Asp Arg Leu Asp Glu Val Lys Lys 

180 185 190 

Leu Cys Asp Ser Leu Gly He Tyr Leu Glu Arg Val Gin Pro Asp Pro 

195 200 205 

Asp Glu Val He Pro Thr Tyr Leu Glu Asn His Gly Leu Gly Ala Leu 

210 215 220 

Gly Glu Ser Leu Val Asn He Tyr Asp Thr Pro Ala Ser Thr Asp Lys 
225 230 235 240 

Asp Pro Ser Leu Trp Val Phe Phe Ser Phe Phe Val Phe Phe Ser Met 

245 250 255 

He He Asn Asp Ala Gly Tyr Gly Leu Val Phe Leu Ala Thr Ser Leu 

260 265 270 

Phe Leu Ser Phe Lys Ala Arg Lys Gin He Lys Arg Ser He Ala Leu 

275 280 285 

Lys Arg Phe Leu Gin Met Phe Met He Leu Gly Leu Gly Cys Val Cys 

290 295 300 

Trp Gly Gly Ala Thr Thr Ser Phe Phe Gly Val Ser Val Ser Tyr Thr 
305 310 315 320 

Ser Pro Phe Arg . Glu Tyr Ser Leu Thr His Phe Leu Ala Leu Lys Lys 

325 330 335 

Ala Glu Tyr Tyr Leu Lys Glu Arg Pro Lys Gly Tyr Lys Glu Leu Val 

340 345 350 

His Asp Tyr Pro He Leu Lys Glu Lys Lys Thr Pro Lys Glu Phe Leu 
355 360 365 
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Leu 


Ala 


Gin 


Ser 


Thr 


Ser 


Ser 


Gly 


Asp 


Ser 


Val 


Tyr 


Lys 


Ala 


Val 


Val 




370 










375 










380 










Tyr 


Asp 


Lys 


Phe 


lie 


Asp 


Asn 


He 


Leu 


Met 


Glu 


He 


Ala 


Leu 


Leu 


Val 


385 










390 










395 










400 


Gly 


Val 


Val 


His 


Leu 


Ser 


Leu 


Gly 


Met 


Leu 


Arg 


Tyr 


Cys 


Arg 


Gin 


Arg 










405 










410 










415 


Tyr 


Ser 


Ser 


He 


Gly 


Trp 


Val 


He 


Phe 


Met 


Cys 


Gly 


Asp 


He 


Cys 


He 








420 










425 










430 




Cys 


Leu 


Ser 


He 


Cys 


Lys 


Pro 


Tyr 


Leu 

















435 440 



(2) INFORMATIONS POUR LA SEQ ID NO: 129: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 17 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : 133 07 5 13 3 584 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 12 9: 



Thr 


Ala 


Val 


Phe 


Phe 


Tyr 


Arg 


Met 


Gly Asn 


Leu 


Tyr 


Val 


Arg 


Arg 


Tyr 


1 








5 










10 










15 


Met 


Tyr 


Leu 


Pro 


He 


Tyr 


Leu 


Gin 


Ala 


Val 


Ser 


Leu 


He 


His 


Ty r 


Ala 








20 










25 










3 0 




Leu 


His 


He 


Pro 


Tyr 


Glu 


Leu 


Gly 


Gly 


Leu 


Val 


Gly 


Tyr 


Tyr 


Val 


Thr 






35 










40 










45 






Phe 


He 


Gly 


Leu 


Gly 


Val 


Ala 


He 


Leu 


Gly 


Gly 


Val 


He 


Gin 


Arg 


Gly 




50 










55 










60 






Leu 


Arg 


Gly 


Leu 


Asp 


Glu 


He 


Thr 


Ala 


Val 


He 


Gin 


Val 


Phe 


Ser 


Asp 


65 










70 










75 










80 


Val 


Leu 


Ser 


Tyr 


Leu 


Arg 


Leu 


Tyr 


Ala 


Leu 


Ser 


Leu 


Ala 


Gly 


Glu 


Met 










85 










90 








95 




Val 


Gly 


Asn 


Thr 
100 


Val 


Met 


Val 


Met 


Ser 
105 


Glu 


Arg 


Phe 


Ser 


Pro 
110 


Ala 


Val 


Gly 


He 


Leu 
115 


He 


He 


He 


Phe 


Gly 
120 


His 


Thr 


Val 


Asn 


He 
125 


Ala 


Leu 


Ser 


He 


Met 


Gly 


Gly 


Val 


He 


His 


Gly 


Leu 


Arg 


Leu 


Asn 


Phe 


He 


Glu 


Trp 




130 










3J5- 










140 








Tyr 


His 


Tyr 


Ser 


Phe 


Asp 


Gly 


Gly 


Gly 


Lys 


Phe 


Leu 


His 


Pro 


Leu 


Lys 


145 










150 










155 










160 


Lys 


Val 


He 


Tyr 


Gin 
165 


Lys 


Ser 


Gin 


Asn 


Leu 
170 















(2) INFORMATIONS POUR LA SEQ ID NO: 13 0: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 125 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



913 



(viii) POSITION DANS LE GENOME: 13 3 62 5 13 3 9 9 9 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 130: 



GlU 


Met 


Ser 


Ser 


Glu 


Arg 


Lys 


Tyr 


Met 


He 


Asp 


Val 


Ser 


Val 


Val 


Gly 










5 










10 










15 




Pro 


Val 


Leu 


Ala 
20 


Met 


Ala 


Leu 


Ala 


Met 
25 


He 


Gly 


Ser 


Ala 


Val 
30 


Gly 


Cys 


Gly 


Met 


Ala 
35 


Gly 


Val 


Ala 


Ser 


His 
40 


Ala 


Val 


Met 


Ser 


Arg 
45 


He 


Asp 


Glu 


Gly 


His 


Gly 


Lys 


He 


He 


Gly 


Leu 


Ser 


Ala 


Met 


Pro 


Ser 


Ser 


Gin 


Ser 


50 










55 










60 










He 


Tyr 


Gly 


Leu 


He 


Phe 


Met 


Leu 


Leu 


Leu 


Asn 


Asp 


Ala 


He 


Lys 


Asp 


65 










70 










75 










80 


Gly 


Lys 


Val 


Ser 


Ala 
85 


Val 


Ser 


Gly 


He 


Val 
90 


Met 


Gly 


He 


Ala 


Val 
95 


Gly 


Ser 


Ala 


Leu 


Leu 
100 


Leu 


Ser 


Ala 


Phe 


Met 
105 


Gin 


Gly 


Lys 


Cys 


Cys 
110 


Val 


Ser 


Ala 


He 


Gin 
115 


Ala 


Tyr 


Ala 


Arg 


Ser 
120 


Ser 


Ala 


Asn 


He 


Trp 
125 









(2) INFORMATIONS POUR LA SEQ ID NO: 131: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 216 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 13 3 8 61 1345 08 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 131: 



Gly Trp 


Lys 


Ser 


Leu 


Cys 


Ser 


Gin 


Trp 


Tyr 


Arg 


Asn 


Gly 


Tyr 


Ser 


Cys 


1 








5 










10 










15 




Arg 


He 


Cys 


Val 


He 


Ala 


Phe 


Cys 


Phe 


Tyr 


Ala 


Arg 


Glu 


Val 


Leu 


Cys 








20 










25 










30 






Glu 


Cys 


Tyr 


Ser 


Ser 


Leu 


Cys 


Ala 


Phe 


Leu 


Cys 


Lys 


Tyr 


Met 


Val 


Asn 






35 










40 










45 








His 


Leu 


Leu 


Arg 


Leu 


Gly 


Leu 


Leu 


Ser 


Leu 


Leu 


Arg 


Tyr 


Leu 


Leu 


Ser 




50 










55 










60 










Phe 


Leu 


Arg 


Tyr 


Cys 


Tyr 


Ser 


Lys 


Trp 


Xaa 


Ala 


Ala 


Ala 


Phe 


Ser 


Ala 


65 










70 










75 










80 


Leu 


Cys 


Leu 


Gly 


Gly 


Cys 


Ser 


Gin 


Pro 


Ala 


Leu 


Ser 


Ser 


Phe 


Leu 


Glu 










85 










90 










95 




Phe 


He 


Asp 


Asn 


Asp 


Tyr 


Thr 


Ala 


Ala 


Ala 


His 


Leu 


Gly 


He 


Asp 


Arg 








.100 










105 










110 






Gly 


Cys 


Val 


Thr 


GlU 


Ser 


Val 


Gly 


Gin 


Gin 


Leu 


Val 


Val 


Thr 


Trp 


Gly 






115 










120 










125 








Leu 


Pro 


Ser 


Arg 


Phe 


Arg 


Asp 


Ser 


Leu 


Pro 


Met 


Val 


Leu 


His 


Val 


Trp 




130 










135 










140 










Val 


Tyr 


Tyr 


Gly 


Asn 


Gly 


Glu 


Ala 


Ala 


Lys 


Phe 


Ser 


Tyr 


Asp 


Val 


Gin 


145 










150 










155 










160 


His 


Leu 


Ser 


Gly 


Tyr 


Gin 


Val 


Tyr 


Thr 


Leu 


Lys 


Glu 


Asn 


Asp 


Tyr 


Gin 










165 










170 










175 
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Asp Arg Gin Gly lie Xaa Ser Tyr Lys Val Ser Leu Thr Lys Asp Gly 

180 185 190 

Lys Glu lie Leu. Ser Arg Ser His His Leu Trp Met Glu Val lie Ser 

195 200 205 

Leu Lys Ala Phe Ser Gin Leu Ser 
210 215 



(2) INFORMATIONS POUR LA SEQ ID NO : 13 2: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 93 9 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 134638 137454 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 132: 



Met 


Asn 


Glu 


Asp 


Gin 


Phe 


Pro 


Lys 


Ala 


Tyr 


Asp 


Pro 


Lys 


Ser 


Ser 


Glu 


1 








5 










10 










15 




Thr 


Gly 


Val 


Tyr 


Ser 


Phe 


Trp 


Glu 


Arg 


Ser 


Gly 


Met 


Phe 


Val 


Ala 


Asn 








20 










25 










30 






Ala 


Ser 


Ser 


Glu 


Lys 


Pro 


Ala 


Tyr 


Ser 


He 


Val 


Met 


Pro 


Pro 


Pro 


Asn 






35 










40 










45 








Val 


Thr 


Gly 


He 


Leu 


His 


Met 


Gly 


His 


Ala 


Leu 


Val 


Asn 


Thr 


Leu 


Gin 




50 










55 










60 










Asp 


Thr 


Leu 


He 


Arg 


Tyr 


Lys 


Arg 


Met 


Gin 


Gly 


Phe 


Glu 


Val 


Cys 


Trp 


65 










70 










75 










80 


Val 


Pro 


Gly 


Thr 


Asp 


His 


Ala 


Gly 


He 


Ala 


Thr 


Gin 


Thr 


Val 


Val 


Glu 










85 










90 ' 










95 




Arg 


His 


Leu 


Lys 


Ala 


Ser 


Leu 


Gly 


Lys 


Arg 


Arg 


Thr 


Asp 


Phe 


Ser 


Arg 








100 










105 










110 






Glu 


Glu 


Phe 


Leu 


Lys 


His 


Val 


Trp 


Asp 


Trp 


Lys 


Glu 


Lys 


Ser 


Gin 


Asn 






115 










120 










125 








Val 


lie 


Leu 


Ser 


Gin 


Leu 


Arg 


Gin 


Leu 


Gly 


Cys 


Ser 


Cys 


Asp 


Trp 


Ser 




130 










135 










140 










Arg 


Gin 


Arg 


Phe 


Thr 


Met 


Asp 


Pro 


Gly 


Ala 


Asn 


Arg 


Ala 


Val 


Lys 


Lys 


145 










150 










155 










160 


Ala 


Phe 


Lys 


He 


Leu 


Phe 


Asp 


Lys 


Gly 


Val 


He 


Tyr 


Arg 


Gly 


Tyr 


Tyr 










165 










170 










175 




Leu 


Val 


Asn 


Trp 


Asp 


Pro 


He 


Leu 


Gin 


Thr 


Ala 


Leu 


Ala 


Asp 


Asp 


Glu 








180 










185 










190 






Val 


Glu 


Tyr 


Glu 


Glu 


Arg 


Asp 


Gly 


Trp 


Leu 


Tyr 


Tyr 


He 


Arg 


Tyr 


Gin 






195 










200 










205 








Val 


Val 


Asn 


Ser 


Glu 


Glu 


Phe 


He 


Thr 


Val 


Ala 


Thr 


Thr 


Arg 


Pro 


Glu 




210 










215 










220 










Thr 


Leu 


Leu 


Gly 


Asp 


Thr 


Ala 


He 


Ala 


Val 


Ser 


Pro 


Glu 


Asp 


Gin 


Arg 


225 










230 










235 










240 


Tyr 


Ser 


His 


Leu 


He 


Gly 


Ala 


Lys 


Val 


Val 


Val 


Pro 


Phe 


Val 


Asn 


Arg 










245 










250 










255 




Glu 


He 


Pro 


He 


He 


Gly 


Asp 


Phe 


Ser 


Val 


Asp 


Ala 


Ser 


Phe 


Gly 


Thr 








260 










265 










270 






Gly 


Ala 


Val 


Lys 


He 


Thr 


Pro 


Ala 


His 


Asp 


Lys 


Asp 


Asp 


Tyr 


Lys 


Thr 






275 










280 










285 








Gly 


Met 


Asn 


His 


Gin 


Leu 


Pro 


Met 


He 


Asn 


He 


Leu 


Thr 


Ser 


Thr 


Gly 
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290 

Glu lie Asn Glu 
305 

Ala Arg Glu Asn 

Lys Lys Glu Ala 
340 

Ala He He Glu 
355 

Ser Phe Arg Asp 
370 

He Phe Pro Pro 
385 

Leu Lys Asp Trp 

Pro Val Trp His 
420 

Glu Gly Gly Pro 
435 

Asp Pro Asp Val 
450. 

Thr Cys Phe Gly 
. 465 

Tyr Pro Thr Ala 

Val Thr Arg Met 
500 

Phe Ser Asp Val 
515 

Glu Tyr Asp Glu 
530 

Arg Asp Tyr Asp 
545 

Trp Glu Lys Leu 

Met He Glu Ala 
580 

Cys Ala Asn Arg 
595 

Glu Tyr Lys Asn 
610 

Phe Gly His He 
625 

Asn Gin Asp Leu 

Asn Glu Leu Leu 
660 

Asp Lys He Ala 
67 5 

Ser Thr Tyr Leu 

690 . 
Ser Asp Gin Gin 
705 

He Asn He Leu 

Thr Leu Phe Gin 
740 

Lys Gly Asp Ser 
755 



295 

Asn Gly Gly He 
310 

He He Thr Ser 
325 

Tyr Ser Ser Arg 

Pro Tyr Leu Ser 
360 

Ser Leu Arg Glu 

- 375 
Glu Phe Val Arg 
390 

Cys He Ser Arg 
405 

Asn Lys His Asp 

Glu Glu Val Met 
440 

Leu Asp Thr Trp 
455 

Trp Pro Asp Glu 
470 

Val Leu Val Thr 
485 

Val Leu Met Cys 

Phe Leu His Gly 
520 

Lys Gly Glu Trp 
535 

Lys Gly Lys Ala 
550 

Ser Lys Ser Lys 
565 

Tyr Gly Ala Asp 

Gly Glu Gin He 
600 

Phe He Asn Lys 
615 

Ser Glu Leu Thr 
63 0 

Leu Gly Leu Glu 
645 

Asp Leu lie Asp 

Ser Leu Ala Tyr 
680 

Glu lie He Lys 
695 

Arg Ala Thr Lys 
710 

Gly Val Leu His 
725 

Lys Leu Lys Ala 

Val Thr Gly His 
760 



300 

Phe Thr Gly Leu 
315 

Leu Glu Ala Leu 
330 

Val Gly Val Ser 
345 

Lys Gin Trp Phe 

Phe Val Asn Ser 
380 

Asn Tyr Leu Thr 
395 

Gin Leu Trp Trp 
410 

Glu Asn Val He 
425 

Arg Asp Pro Glu 

Phe Ser Ser Gly 

. 460 

Asp Ser Leu Asp 
475 

Gly His Asp He 
490 

Ser Ala Met Val 
505 

Leu He Phe Gly 

Phe Tyr Val Ser 
540 

Leu Pro Lys Asn 
555 

Gly Asn Val He 
570 

Ala Val Arg Leu 

585. 

Asp Leu Asp Tyr 

Leu Trp Asn Gly 
620 

Ser Arg Asp Leu 
635 

Asp Phe Tyr He 
650 

Gly His Tyr Asn 
665 

Asp Phe Phe Lys 

Pro Thr Leu Phe 
700 

Arg Lys Leu Leu 
715 

Pro He Val Pro 
730 

Thr Leu Gly Thr 
745 

Ala Val Ser Met 



Ser Arg Glu Val 
320 

Gly Leu Phe Val 
335 

Tyr Arg Ser Gly 
350 

Val Ser Val Asp 
365 

Glu Glu He Arg 

Trp Val Asn Asn 
400 

Gly His Arg He 
415 

Cys Phe Asp Gly 
430 

Ser Trp Tyr Gin 
445 

Leu Trp Pro Leu 

Leu Lys Lys Phe 
480 

Leu Phe Phe Trp 
495 

Asp Thr Glu Pro 
510 

Lys Ser Tyr Arg 
525 

Gly Glu Arg Lys 

Val Val Ala Lys 
560 

Asp Pro He Glu 
575 

Thr Leu Cys Ser 
590 

Arg Leu Phe Glu 
605 

Ala Arg Phe He 

Glu Glu Gly Val 
640 

Leu Asp Arg Phe 
655 

Cys Tyr Ser Phe 
670 

Asn Asp Leu Cys 
685 

Gly Lys Gin Gly 

Ala Thr Leu Leu 
720 

Tyr He Thr Glu 
735 

Val Glu Asn Gly 
750 

Leu Arg Ser Glu 
765 
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Ala 


Cys 
770 


Met 


Val 


A 1 
■t\ -L d 




ryr 

/ / j 


Pro 


Lys 


Pro 


lie 


His 

1 O A 

/ o U 


Val 


Ala 


Phe 


Pro 


Gin 


Gly 


T .01 1 
J.J tr Li 


Arg 


pin 
bill 


Ser 


rne 


Gly 


He 


Ala 


Glu 


Arg 


Leu 


Val 


Tyr 


Thr 


785 










7 9 0 










/ y b 








800 


lie 


Arg 


As n 


Tl p 
lie 


Arg 
805 


La j__y 


pin 

bill 


iYie C 


Gin 


Leu 
810 


Asp 


Pro 


Arg 


Glu 


Pro 
815 


Leu 


Gin 


Ala 


Phe 


Val 


He 


Ser 


Ser 


J. Li 


Lys 


Lys 


bill 


Leu 


val 


Asp 


Val 


Cys 








820 










825 










830 




lie 


Pro 


lie 
835 


Met 


Cys 


Ala 


Leu 


ft 4 n 

O f± u 


xy 


vai 


Lys 


Thr 


Val 

O A C 


Glu 


Gin 


Leu 


Ala 


Glu 


Ala 


Pro 


Lys 


Asp 


O />v 


lie 


rne 


Ser 


Leu 


Gly 


Val 


Val 


Glu 


Gly 




850 










855 










860 








Tip 
J. lc 


Pin 


v dJL 


t^iy 


vai 


lie 


Leu 


Pro 


Pro 


Glu 


His 


Leu 


Ala 


Lys 


Glu 


Arg 


865 










870 










875 








880 


Val 


Arg 


Leu 


Glu 


Lys 
885 


Glu 


Lys 


Thr 


Arg 


Leu 
890 


Glu 


Lys 


Ser 


He 


Asp 
895 


Ser 


Val 


Ser 


Lys 


Leu 
900 


Leu 


Ala 


Ser 


Glu 


Asp 
905 


Phe 


Arg 


Thr 


Arg 


Ala 
910 


Asn 


Pro 


Ser 


Leu 


Val 


Gin 


Ala 


Lys 


Lys 


Asp 


Ser 


Leu 


Arg 


Asn 


Ser 


Gin 


Arg 


Glu 






915 










920 










925 






Leu 


Gin 
930 


Ser 


He 


Leu 


Asp 


Lys . 
935 


Leu 


Ala 


Ser 


Leu 













(2) INFORMATIONS POUR LA SEQ ID NO: 133: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 945 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 137442 14 027 6 



(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 133: 



Thr 


Arg 


He 


Ala 


Leu 


Lys 


Glu 


Ala 


Val 


Leu 


Leu 


Gin 


Arg 


Tyr 


Glu 


Leu 


1 








5 










10 ■ 










15 




He 


Arg 


Leu 


He 


Gly 


Lys 


Gly 


Gly 


Met 


Gly 


Glu 


Val 


Tyr 


Leu 


Ala 


His 








20 










25 








30 






Asp 


Lys 


Ala 


Cys 


Ser 


Arg 


Arg 


Val 


Ala 


Leu 


Lys 


Arg 


He 


Arg 


Glu 


Asp 






35 










40 










45 




Leu 


Ser 


Gly 


Asn 


Ala 


Leu 


Leu 


Arg 


Lys 


Arg 


Phe 


Leu 


Arg 


Glu 


Ala 


Lys 




50 










55 










60 








He 


Ala 


Ala 


Asp 


Leu 


He 


His 


Pro 


Gly 


He 


Val 


Pro 


Val 


Tyr 


Ser 


He 


65 










70 










75 








80 


Cys 


Ser 


Asp 


Gly 


Glu 


Ala 


Val 


Tyr 


Tyr 


Thr 


Met 


Pro 


Tyr 


He 


Glu 


Gly 










85 










90 










95 


Phe 


Ser 


Leu 


Lys 


Ser 


Leu 


Leu- 


Lys 


Ser 


Val 


Trp 


Gin 


Lys 


Glu 


Val 


Leu 








100 










105 










110 






Ser 


Lys 


Glu 


Leu 


Glu 


Glu 


Lys 


Thr 


Ser 


Val 


Lys 


Ser 


Phe 


Leu 


Pro 


He 






115 










120 










125 








Phe 


Asp 


Lys 


He 


Cys 


Ala 


Thr 


Val 


Glu 


Tyr 


He 


His 


Ser 


Lys 


Gly 


Val 




130 










135 










140 






Leu 


His 


Arg 


Asp" 


Leu 


Lys 


Pro 


Asp 


Asn 


He 


Leu 


Leu 


Gly 


Leu 


Phe 


Gly 


145 










150 










155 










160 


Glu 


Val 


Val 


He 


Val 


Asp 


Trp 


Gly Ala 


Ala 


He 


Phe 


Lys 


His 


Ala 


Lys 
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Glu Leu Lys Leu 
180 

Arg Asn lie Cys 
195 

Thr Pro Asp Tyr 
210 

Glu Lys Thr Asp 
225 

Thr Leu Ala Phe 

Arg Asp Val Val 
260 

Pro Pro Ser Leu 
275 

Ala Asp Arg Phe 
290 

Tyr Leu Gin Gly 
305 

Lys Glu Lys Ser 

Tyr Phe Pro Val 
340 

Leu Ser Glu Val 
355 

Thr Lys Ser Ala 
370 

Lys Glu Ala Glu 
385 

Ser Val Gin Asn 

Glu lie Gin Lys 
420 

Ala lie Leu lie 
435 

Gin Ala Leu Phe 
450 

Arg Leu Gly Val 
465 

lie Ser Glu Ser 

Asp Ala Phe Leu 
500 

Arg Lys He Arg 
515 

Gin Phe Arg Leu 
530 

Gly Asp Leu Thr 
545 

Ala Gly Ala Pro 

Asn Gly Ser Phe 
580 

Arg Tyr Ser Gin 
595 

Phe Arg Leu Tyr 
610 

Phe Met Leu Leu 
625 



165 

Glu Gin Asp Asp 

Tyr Ser Ser Met 
200 

Met Ala Pro Glu 
215 

He Tyr Ala Leu 
230 

Pro Tyr Arg Arg 
245 

Leu Pro Pro He 

Ser Gin He Ala 
280 

Ser Ser He Gin 

295 .. 
Asp Pro Glu Trp 
310 

Cys Trp Lys Tyr 
325 

Leu Ala Ser Ser 

Glu He Ser Ala 
360 

Val His Glu Gly 
375 

Arg Gly Glu Phe 
390 

His Glu Leu Thr 
405 

Lys Ser Gin Glu 

Glu Lys Ser Asp 
440 

He Leu His He 
455 

He He Gin Asp 
470 

He Gly Ala Leu 
485 

Ser Glu Lys Leu 

Asp Ser Phe Pro 
520 

Gly Val Thr Leu 
535 

Gin Ala Leu Ser 
550 

Leu Glu Tyr Leu 
565 

Val Glu Glu He 

His Pro Glu He 
600 

Asp Ser Leu His 
615 

He Leu Trp He 
630 



170 

Glu Ala Ala Val 
185 

Thr He Pro Gly 

Ser Leu Leu Gly 
220 

Gly Leu He Leu 
235 

Lys Lys Gly Arg 
250 

Glu Met Ser Pro 
265 

Met Lys Ala He 

Glu Leu Arg Gin 
3 00 

Thr Val Lys Ala 
315 

Tyr Asp Pro He 
330 

Pro Ala Gin Trp 
345 

Ser Thr Arg Val 

Met Gly He Leu 
380 

Tyr Cys Gly Tyr 
395 

Val Ser Leu He 
410 

Met He Ser Gin 
425 

Asn Arg He Ala 

Asp Tyr Leu Pro 
460 

Leu Gin Gly Met 
475 

Arg Val Ser Cys 
490 

Tyr Asp Gin Ala 
505 

Gly Arg Lys Glu 

Leu Thr Gin He 
540 

Ser Phe Asp Tyr 
555 

Gly Lys Ala Leu 
570 

Arg Cys Leu Leu 
585 

Pro Arg Leu Glu 

Lys His Arg Ser 
620 

Ala Pro Glu Lys 
635 



175 

Ser Phe Asp Glu 
190 

Lys He Val Gly 
205 

Val Glu Ala Ser 

Tyr Gin Met Leu 
240 

Lys Leu Ser Tyr 
255 

Tyr Arg Glu He 
270 

Ala He Asn Pro 
285 

Ala Leu Gin Pro 

Thr Leu Met Ala 
320 

Leu Leu Ser Arg 
335 

Tyr Asn Phe Met 
350 

Glu Tyr Thr Val 
365 

Phe Leu Pro Ser 

Gly Leu Trp Phe 
400 

Lys Asn Gly He 
415 

Gin Tyr Arg Phe 
430 

Val Phe Val Glu 
445 

Ser Leu Gly Asn 

Ser Asn He Ala 
480 

Leu Ala Val Pro 
495 

Ala He Phe Tyr 
510 

Ser Tyr Glu Ala 
525 

Glu Glu Gin Gly 

Leu His Gly Gly 
560 

Val Tyr Gin Arg 
575 

Phe Ala Leu Lys 
590 

Asp His Leu Cys 
605 

Glu Ala Leu Val 

He Ser Val Arg 
640 



918 



Glu Glu Lys Arg Phe Leu Arg lie lie Tyr His Lys Gin Gin Ala Thr 

645 650 655 

Leu Phe Cys Gin Val Asp Lys Ala Pro Leu Gin Phe Arg Ser Ser Lys 

660 665 670 

Met Glu Leu Phe Leu Ser Phe Trp Thr Ala Phe Ser Leu Phe Leu Pro 

675 • 680 685 

Glu Leu Phe Arg Arg Ala Gly Glu Leu Arg Asp Tyr Gin Ala Leu Ala 

690 695 700 

Asp lie Phe Tyr Val Ala Gly Val Ser Gly Asn Arg Glu Ala Phe Met 
705 710 715- 720 

Gin Phe Ser Thr Ala Leu Ala Asn Val Ser Asp Glu He Thr Phe Pro 

.725 730 735 

Glu Ser Leu His Asn Gin Lys Val Ala Glu Leu Met Phe Phe Val Lys 

740 745 750 

Gly Val Glu Ala Leu Arg Asn Lys Asp Tyr Gin Lys Ala Lys Lys Ala 

755 760 765 . 

Phe Met Gly Lys Thr Pro Phe Thr Leu Gin Leu Tyr Ala Leu Asp He 

770 775 780 

Phe His He Gin Ala Phe Leu Asp Glu Glu He Glu Ser Phe He Asp 
785 790 795 800 

Leu Leu Gin Ala He Tyr Asp Pro Ala Ser Glu Glu Glu Arg Asp His 

805 810 815 

He Leu Val Tyr He He Gin Thr His Leu Trp Asn Arg Asp Leu Glu 

820 825 830 

Arg Ala Tyr Lys Leu Leu Asn Asp Arg Phe Pro Leu Asp Glu Glu Leu 

835 840 845 

Ala Glu Tyr Ser Glu Ala Phe He Leu Trp Gly Cys Tyr Leu Ala Leu 

850 855 860 

Thr Gly Asp Arg Val Ala Val Lys Ala His Phe Ser Arg Cys Arg Tyr 
865 870 875 880 

Lys Tyr Gly Lys Ser Ala Leu He Gly Lys Cys Val Asp Gly Asp He 

885 890 895 

Phe Asp Tyr Leu Asp Asn Leu Val Trp Trp Glu Lys Lys Met Thr Leu 

900 905 910 

Phe Gin Ser Tyr Phe Leu Leu Arg Cys Leu Asn Glu Ser Pro Arg Arg 

915 920 925 

Tyr Glu Lys Tyr Arg Gin Ala Tyr Leu Ser Met Glu Asn Asn Phe Phe 
930 935 940 

Asp 
945 



(2) INFORMATIONS POUR LA SEQ ID NO: 134: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR:. 133 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 14 03 3 5 14073 3 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 134: 

Pro Pro Leu Gly Asn Gin Ser Val He Cys Thr Gly Pro He Phe Leu 

1 5 .10 15 

Glu He Cys Val Met Ser Ser He Ser Ser Pro Gly Asn He Gin His 
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20 25 30 

Fro Leu Pro Thr Thr Ala Ala Pro Asn Pro Pro Gin Lys Thr Gly Gly 

35 40 45 

His Ser Asn Leu Leu Phe Val Leu Ala Leu Leu Pro Val lie Gly Leu 

50 55 60 

Gly Val Ala lie Tyr Leu Cys Ala Arg Arg Ala Asn Tyr Trp Lys Gly 
65 70 75 80 

Asn Ala Ala lie Ala Thr Ala Gly Gly Leu Gly Leu lie Thr lie Ala 

85 90 95 

Ala Ala Leu Met Val Val lie Thr Pro lie lie Phe Cys Leu Arg Tyr 

100 105 110 

Leu Tyr Gin Leu Leu Cys Gin Leu Pro Ala His Cys Cys Gly Ser Ser 

115 120 125 

His Gin lie Glu lie 
130 



(2) INFORMATIONS POUR LA SEQ ID NO: 135: 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 22 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 14 1 077 .. 1 4 17 54 ) 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 135: 

Leu Gly Asn lie Pro Leu Arg Leu Ala Ser Arg Gin Ser Ser Leu Ala 

15 10 15 

Val Leu Gin Ala His Glu Cys Leu Arg Lys Leu Gin lie Phe Phe Pro 

2 0 25 3 0 

Arg Leu Trp Gly Gin lie lie Thr Thr Thr Thr Gin Gly Asp Leu Asp 

35* 40 45 

Gin Glu Thr Pro Leu Cys Ala Val Glu Asn Thr Gly Phe Phe Thr Asp 

50 55 60 

Asp Val Asp Phe Leu Val Gin Ser Gly Gin Cys Asp Leu Gly lie His 
65 70 75 80 

Ser Ala Lys Asp Leu Pro Glu Asn Pro Lys Ala Thr Val Val Ser lie 

85 90 95 

Thr Ala Ser lie Asp Pro Arg Asp lie Leu Val Phe His Glu Lys Tyr 

100 105 110 

Leu Ser lie Pro Leu Pro Arg Arg Leu Arg lie Gly Ser Ser Ser Val 

115 120 125 

Arg Arg Lys Glu Leu Leu Ser Leu Leu Tyr Pre Ser Ala lie lie Thr 

130 135 140 

Asp lie Arg Gly Thr lie Gin Thr Arg Leu Lys Leu Leu Glu Glu Lys 
145 150 155 160 

Asn Phe Asp Ala lie Val Met Ala Asn Ala Ala Val Ser Arg Leu Gly 

165 170 175 

Leu Arg Leu Pro Cys Thr Lys lie Leu Pro Pro Pro Tyr His Pro Leu 

180 185 190 

Gin Gly Arg Leu Ala lie Thr Ala Ser Arg His lie Arg Ser Trp Arg 

195 200 205 

Gly Leu Phe Leu Thr Cys Gly lie Thr Glu Asp Val Glu lie Met Cys 
210 215 220 
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Phe Ser 
225 



(2) INFORMATIONS POUR LA SEQ ID NO : 13 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 454 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement { 141780 . . 143 141 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 13 6: 
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x iix 
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bin 


Trp 


lnr 


Cys 
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P 1 T-» 
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Cys 
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Gly 


Cys 


Leu 


Gin 


Trp 
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i n 
J U 






Thr 


i-j t± U. 


v ct x 


VjXU 


Pin 


Arg 


1 IlX 


Ala 

Ala. 


Pro 


Lys 


Leu 


Asn 


Thr 


Ser 


Ser 


Tyr 






35 










a n 
















Q Q -V~ 




O t2X 


Q -v- 




T 1 o 


Pro 


Tic* 

lie 


Pro 


Leu 


Asn 


Asn 


Val 


Glu 


Phe 


Gin 
























c n 

D U 










Vj X Li. 


P 1 ii 


tIq 

lie 


Arg 


lie 


nlS 


Thr 


Kj ±11 


AJ.a 


bin 


Gly 


Trp 


Asn 


Arg 


Leu 


Leu 












7 n 




















8 0 




P T \r 


ly 


inr 


va x 


Arg 




Ser 


Leu 


Ala 


Leu 


Leu 


Gly 


Gly 


Glu 


Pro 










O J 










y V 










95 




p* 1 


lie 




Lys 


ber 


Thr 


Leu 


Leu 


Leu 


Gin 


lie 


Ser 


Ser 


Gin 


Phe 


Ala 








inn 










IUj 










110 






Ala 


Ala 


Gly 


His 


Lys 


Val 


Leu 


Tyr 


Val 


Cys 


Gly 


Glu 


Glu 


Ser 


Val 


Ser 






115 










120 










125 








Gin 


Thr 


Ser 


Leu 


Arg 


Ala 


Gin 


Arg 


Leu 


Gin 


He 


Ser 


Ser 


Asn 


Asn 


He 




130 










135 










140 










Phe 


Leu 


Phe 


Pro 


Glu 


Thr 


Asn 


Leu 


Glu 


Asp 


He 


Lys 


Gin 


Gin 


He 


Asp 


145 










150 










155 










160 


Asn 


He 


Ala 


Pro 


Asp 


He 


Leu 


Val 


He 


Asp 


Ser 


He 


Gin 


He 


He 


Phe 










165 










170 










175 




Ser 


Pro 


Ser 


Leu 


Ser 


Ser 


Ala 


Pro 


Gly 


Ser 


Val 


Ala 


Gin 


Val 


Arg 


Glu 








180 










185 










190 






Thr 


Thr 


Ala 


Glu 


Leu 


Met 


His 


He 


Ala 


Lys 


Gin 


Lys 


Gin 


He 


Thr 


Thr 






195 










200 










205 








Phe 


He 


He 


Gly 


His 


Val 


Thr 


Lys 


Ser 


Gly 


Glu 


He 


Ala 


Gly 


Pro 


Arg 




210 










215 










220 








He 


Leu 


GlU 


His 


Leu 


Val 


Asp 


Thr 


Val 


Leu 


Tyr 


Phe 


Glu 


Gly 


Asn 


Val 


225 










230 










235 










240 


His 


Ala 


Asn 


Tyr 


Arg 


Met 


He 


Arg 


Ser 


Val 


Lys 


Asn 


Arg 


Phe 


Gly 


Pro 










245 










250 










255 




Thr 


Asn 


Glu 


Leu 


Leu 


He 


Leu 


Ser 


Met 


His 


Thr 


Asp 


Gly 


Leu 


Arg 


Glu 








260 










265 










270 






Val 


Glu 


Asn 


Pro 


Ser 


Gly 


Leu 


Phe 


Leu 


Gin 


Glu 


Lys 


He 


Val 


Glu 


Thr 






275 










280 










285 








Thr 


Gly 


Ser 


Thr 


He 


He 


Pro 


He 


Val 


Glu 


Gly 


Ser 


Glu 


Thr 


Leu 


Leu 




290 










295 










300 










Val 


Glu 


Val 


Gin 


Ala 


Leu 


Val 


Ser 


Ser 


Ser 


Pro 


Phe 


Ser 


Asn 


Pro 


Val 


305 










310 










315 










320 


Arg 


Lys 


Thr 


ser 


Gly 


Phe 


Asp 


Pro 


Asn 


Arg 


Phe 


Ser 


Leu 


Leu 


Leu 


Ala 



921 



325 330 335 

Val Leu Glu Lys Arg Ala Asn lie Lys Leu Tyr Thr Ser Asp Val Phe 

340 345 350 

Leu Ser lie Ala Gly Gly Leu Lys lie Thr Gin Pro Ser Ala Asp Leu 

355 360 365 

Gly Ala Val Leu Ser Val Val Ser Ser Leu Tyr Asn Arg Tyr Leu Pro 

370 375 380 

Lys Asn Tyr Thr Tyr Thr Gly Glu lie Gly Leu Gly Gly Glu lie Arg 
385 390. 395 400 

His Val Ser His Met Glu His Arg lie Lys Glu Ser He He Met Gly 

405 410 415 

Phe Lys Gly He Val Met Pro Phe Gly Gin He Lys Gly Leu Pro Lys 

420 425 430 

Glu Phe Leu Asp Gin He Asp He He Gly Val Lys Thr He Lys Asp 

435 440 445 

Ala Val Arg Leu Leu Gin 
450 



(2) INFORMATIONS POUR LA SEQ ID NO: 137: 



(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 234 acides amines 

(E) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 143 128 .. 143 82 9 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 137: 



Lys 


He 


Val 


Met 


Gin 


His 


Thr 


Val 


Asp 


He 


Gin 


Ala 


He 


Glu 


Ser 


Lys 


1 








5 










10 










15 




Leu 


Asn 


Phe 


Thr 


Phe 


Ser 


His 


Pro 


Arg 


Leu 


Leu 


He 


Thr 


Ala 


Leu 


Thr 








20 










25 










30 






His 


Pro 


Ser 


Tyr 


Arg 


Asn 


Glu 


Phe 


Pro 


Ser 


Ala 


Glu 


Glu 


Asp 


Ser 


Glu 






35 










40 










45 








Arg 


Leu 


Glu 


Phe 


Leu 


Gly 


Asp 


Ala 


Val 


Leu 


Gly 


Leu 


Val 


Val 


Thr 


Glu 




50 










55 










60 










His 


Leu 


Phe 


Leu 


Leu 


Phe 


Pro 


Ala 


Leu 


Asn 


Glu 


Gly 


Leu 


Leu 


Ser 


Thr 


65 










70 










75 










80 


Thr 


Arg 


Ala 


Ala 


Leu 


Val 


Asn 


Ala 


Glu 


Ala 


Cys 


Phe 


Glu 


Tyr 


Thr 


Gin 










85 










90 










95 




Lys 


Leu 


Ser 


Leu 


Gly 


Glu 


His 


Leu 


Leu 


He 


Gly 


Arg 


Gly 


Glu 


Lys 


Met 








100 










105 










110 






Gin 


Ser 


His 


Arg 


Gly 


Lys 


He 


Ser 


Ala 


Tyr 


Ala 


Asn 


Leu 


Phe 


Glu 


Ala 






115 










120 










125 








He 


Leu 


Gly 


Ala 


Val 


Tyr 


Leu 


Asp 


Gly 


Gly 


Leu 


Ser 


Pro 


Ala 


Arg 


Gin 




130 










13 5 










140 










He 


He 


Val 


Pro 


Leu 


Leu 


Pro 


Asp 


Lys 


Glu 


Ser 


He 


Leu 


Pro 


Leu 


Met 


145 










150 










155 










160 


Leu 


Val 


Asn 


Pro 


Lys 


Asn 


Arg 


Leu 


Gin 


Gin 


Phe 


Thr 


Gin 


Gin 


Thr 


Leu 










165 










170 










175 




Lys 


Val 


Leu 


Pro 


Ser 


Tyr 


Lys 


Ala 


Leu 


Pro 


Trp 


Lys 


Ser 


Glu 


Asp 


Gly 








180 










185 










190 






Ser 


Pro 


Gly 


Tyr 


His 


Val 


Gin 


Val 


Phe 


Val 


Asn 


Gly 


Asp 


Leu 


Trp 


Gly 






195 










200 










205 









922 



Glu Gly Phe Ala Gly Ser Lys Lys Glu Ala Glu Lys Leu Ala Ala Lys 

210 215 220 

Gin Ala Leu Ser Thr His Asp Asn Lys Asn 
225 230 



(2) INFORMATIONS POUR LA SEQ ID NO : 13 8: 

(i) CARACTER I STI QUES DE LA SEQUENCE: 

(A) LONGUEUR: 157 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: l.ineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 143 923 .. 1443 93 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 138: 



Val 


Ser 


Met 


Arg 


Ala 


Val 


Leu 


His 


Leu 


Glu 


His 


Lys 


Arg 


Tyr 


Phe 


Gin 


1 








5 










10 










15 




Asn 


His 


Gly 


His 


He 


Leu 


Phe 


Glu 


Gly 


Leu 


Ala 


Pro 


Val 


Ser 


Asp 


Cys 








20. 










25 










30 


Lys 


Gin 


Leu 


Glu 


Ala 


Glu 


Leu 


Lys 


Leu 


Phe 


Leu 


Lys 


Glu 


Val 


Ala 


Val 






35 










40 










45 








Val 


Lys 


Asp 


Arg 


His 


Leu 


Gin 


Arg 


Trp 


Arg 


Glu 


Asn 


Val 


His 


Arg 


Thr 




50 










55 










60 








Leu 


Pro 


Gly 


Val 


Gin 


Met 


He 


Val 


Lys 


Arg 


Val 


Arg 


Leu 


Asp 


His 


Leu 


65 










70 










75 










80 


Ala 


Ala 


Glu 


Leu 


Thr 


His 


Arg 


Ser 


Arg 


Val 


Ala 


Leu 


Val 


Arg 


Asp 


Leu 










85 










90 










95 




Trp 


Val 


Gin 


Lys 


Gin 


Glu 


Glu 


He 


Leu 


Phe 


Asp 


Asp 


Cys 


Asp 


Cys 


Ser 








100 










105 










110 






Val 


Leu 


Leu 


Cys 


Leu 


Ser 


Gly 


Glu 


Lys 


Ala 


Gly 


Trp 


Gly 


Leu 


Phe 


Phe 






115 










120 










125 








Ser 


Gly 


Glu 


Tyr 


Pro 


Gin 


Asp 


Val 


Phe 


Asp 


Trp 


Gly Ala 


Gly 


Asp 


Thr 




130 










135 










14 0 








Ala 


He 


He 


Leu 


Arg 


Phe 


Ser 


Ser 


Ala 


Gly 


Phe 


Pro 


Asn 









145 150 155 



(2) INFORMATIONS POUR LA SEQ ID NO: 139: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 583 acides. amines 

(B) TYPE : acide amine 

( D ) CONFIGURATION : 1 ineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 144578 .. 146326 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 139: 

Met Phe Asp Pro Gin Thr Ala Lys Asn He Leu Ser Trp Leu Glu Asp 

1 5 10 15 

Val Val Cys Asp His Thr Ser Val Leu Thr Leu Leu Asp Asn Asp Pro 



923 









0 n 
z u 










Z D 










J U 






GlU 


Arg 


Leu 


Arg 


Glu 


Leu 


T~»Vi rt 

pne 


Ser 


GlU 


inr 


Leu 


inr 


-r->\_. rt 

Pne 


Gly 


Thr 


Ala 






1 c 
J D 










4 U 










A C 

4 b 








Gly 


Leu 


Arg 


Gly 


Leu 


Met 


Gly 


T T rt 

lie 


Gly 


Thr 


Asn 


Arg 


Leu 


Asn 


Val 


Phe 




5 0 










b b 










O U 










Thr 


I le 


Arg 


Arg 


Ala 


Thr 


A 1 V, 

Gin 


Gly 


Leu 


Ala 


Arg 


vai 


Leu 


Lys 


Arg 


Arg 


65 










*"7 rt 
/ U 










/ b 










80 


Tyr 


Pro 


Asp 


Glu 


Lys 


He 


Ser 


Val 


Val 


T 1 rt 

lie 


Gly 


Tyr 


Asp 


Thr 


Arg 


His 










85 










y u 










9 5 




Asp 


Ser 


Phe 


Glu 


Phe 


Gly 


Gin 


Glu 


Thr 


Ala 


Lys 


Val 


Leu 


Ala 


Gly 


Asn 








100 










105 










110 






Gly 


He 


Leu 


Ala 


Tyr 


Leu 


Pne 


Gin 


T 1 rt 

He 


Pro 


Glu 


Pro 


Leu 


Ala 


Leu 


Val 






115 










IzU 










tic 
1Z b 








Ser 


Tyr 


Ser 


Val 


Arg 


Glu 


Leu 


Gin 


Ala 


Lys 


Ala 


Gly 


val 


Met 


He 


Thr 




13 0 










13 b 










1 y| ft 

14U 










Ala 


Ser 


His 


Asn 


Pro 


Pro 


Ala 


Tyr 


Asn 


Gly 


Tyr 


Lys 


val 


Tyr 


Met 


Ser 


145 










150 










1 b b 










1 O U 


Thr 


Gly 


Gly 


Gin 


Val 


Leu 


Pro 


Pro 


Met 


Asp 


Gin 


Glu 


T 1 rt 

lie 


Met 


Glu 


Glu 










lob 










1 / U 










1 / b 




Phe 


Gin 


Lys 


Val 


GlU 


Met 


Val 


Ser 


Ala 


Val 


Glu 


Ser 


Leu 


Asp 


His 


Pro 








ion 
X 0 U 










185 










1 y u 






Tyr 


He 


Arg 


Met 


He 


Gin 


Glu 


Asp 


Met 


Glu 


Asn 


Tyr 


Tyr 


Glu 


Glu 


Thr 






195 










200 










z Ub 








Leu 


His 


Lys 


Leu 


Gin 


Leu 


Cys 


Glu 


Glu 


Asp 


Asn 


Arg 


Arg 


His 


Gly 


Ser 




210 










Z 1 b 










0 0 n 
z z u 










Leu 


Leu 


Arg 


lie 


Ser 


Tyr 


O rt >- 

ber 


Pro 


Leu 


ril S 


Criy 


inr 


tjiy 


vai 


mr 




o o c 
Z Z b 




















Zj j 










Z 4 u 


T 1 rt 

He 


Pro 


Arg 


-ri- 
iie 


Leu 


Lys 


Asp 


Trp 


Gly 


nu rt 

rne 


Ser 


Ser 


vai 


Ser 


Leu 


vai 










O A C 










Z b U 










z b b 




GlU 


Lys 


Gin 


Met 


Val 


Pro 


Asp 


Gly Asp 


Pne 


Pro 


Thr 


Val 


Val 


Leu 


Pro 








OCA 










265 










z / u 






Asn 


Pro 


Glu 


Asp 


Pro 


Glu 


Ala 


Leu 


Val 


Leu 


Gly 


T 1 rt 

lie 


Gin 


Gin 


Met 


vai 






27 5 










280 










Z 0 b 








Glu 


Gin 


Lys 


Asp 


Asp 


Leu 


Phe 


He 


Ala 


mr 


Asp 


Pro 


Asp 


Ser 


Asp 


Arg 




29 0 










z y b 










Tftfj 

J uu 










He 


Gly 


Val 


Val 


Ser 


Leu 


Glu 


Lys 


Glu 


Gly 


Pro 


Tyr 


Arg 


Phe 


Asn 


Gly 


3 05 










Tin 
J 1 U 










Jib 












Asn 


Gin 


I le 


Ala 


Cys 


Leu 


Leu 


Ala 


Ala 


His 


T 1 rt 

lie 


Leu 


Ser 


Lys 


GlU 


Ser 










*3 tr 










1 *5 n 










J J b 




Gin 


Lys 


Ala 


Pro 


Leu 


Gly 


Ala 


Glu 


Asp 


Lys 


Val 


Val 


Lys 


Ser 


Leu 


Val 








3 4 0 










345 










j b U 






Thr 


Thr 


Glu 


Leu 


Leu 


Thr 


Ala 


He 


Ser 


Glu 


Ser 


Tyr 


Gly 


Ala 


Asn 


T T rt 

lie 






-3 r" r~ 

3 55 










360 










1 c c 
Job 








Val 


Asn 


Val 


Gly 


Ala 


Gly 


Pne 


Lys 


Tyr 


T 1 rt 

He 


Gly 


Glu 


Lys 


He 


Glu 


Leu 




37 0 










3 / b 










ion 










Trp 


Arg 


Ser 


Gly 


Met 


Glu 


Arg 


Phe 


He 


Pne 


Gly 


Ala 


Glu 


Glu 


Ser 


Tyr 


3 85 










inn 

j y u 










3 y b 










a n n 
4 U U 


Gly 


Tyr 


Leu 


Tyr 


Gly 


Ser 


Tyr 


Val 


Glu 


Asp 


Lys 


Asp 


Ala 


Met 


T 1 rt 

He 


Ala 










405 










410 










/tic 
41b 




Ala 


Val 


Leu 


He 


Ser 


Glu 


Ala 


Ala 


Leu 


Gin 


Gin 


Lys 


He 


Arg 


Gly 


Cys 








420 










425 










430 






Thr 


Leu 


Arg 


Asp 


Ala 


Leu 


Leu 


GlU 


Leu 


Tyr 


Glu 


Val 


Tyr 


Gly 


Tyr 


Tyr 






435 










440 










445 








Ala 


Asn 


Arg 


Thr 


Glu 


Ser 


He 


Asp 


Leu 


Pro 


He 


Asp 


Gin 


Pro 


Gin 


Arg 




450 










455 










460 










Lys 


Gin 


Glu 


Leu 


Leu 


Asp 


Arg 


Trp 


Glu 


Thr 


Gin 


Asp 


Pro 


Leu 


Arg 


Met 


465 










470 










475 










480 


Ser 


Leu 


Ser 


Ser 


Arg 


Lys 


Leu 


He 


Ala 


Phe 


Glu 


Asn 


Tyr 


Asn 


Thr 


Gly 










485 










490 










495 





924 



Glu 


Gly Arg 


Asp 


Leu 


Val 


Thr 


Asp 


Tip 

JL X fcs 


±111. 


ryr 


Lys 


Leu 


Ser 


Leu 


Pro 








500 










5 05 










Z> ± u 






Lys 


Met 


Ser 


Met 


Leu 


Cys 


Phe 


Tyr 


Tyr 


Glu 


Gly 


Asp 


Cys 


Arg 


Val 


He 






515 










520 










525 








Val 


Arg. 


Pro 


Ser 


Gly 


Thr 


Glu 


Pro 


Lys 


Met 


Lys 


Leu 


Tyr 


Phe 


Glu 


He 




530 










535 










540 










Lys 


Gin 


Ser 


Phe 


Ser 


Glu 


Phe 


Ser 


Lys 


Glu 


Arg 


Thr 


Val 


Arg 


Glu 


Ala 


545 










550 










555 










560 


Arg 


Glu 


Lys 


Glu 


Ser 


Phe 


Glu 


Ala 


Leu 


Gin 


Gin 


Phe 


lie 


Lys 


Glu 


Thr 










565 










570 










575 




Lys 


Ser 


His 


Leu 


Phe 


Tyr 


Ser 





















580 



(2) INFORMATIONS POUR LA SEQ ID NO: 14 0: 

(i) CARACTER I ST I QUES DE LA SEQUENCE: 

(A) LONGUEUR: 222 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 146413 .. 147078 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 14 0: 



Lys 


He 


Glu 


Lys 


Val 


Ala 


Arg 


He 


Val 


Thr 


Leu 


Phe 


Phe 


Arg 


Met 


Ala 


1 








5 










10 










15 




Met 


Val 


Phe 


Ser 
20 


Ser 


Tyr 


Met 


Leu 


Pro 
25 


Ala 


Leu 


Pro 


Tyr 


Asp 
30 


Tyr 


Asp 


Ala 


Leu 


Glu 
35 


Pro 


Val 


He 


Ser 


Ala 
40 


Glu 


He 


Met 


Gin 


Leu 
45 


His 


His 


Gin 


Lys 


His 


His 


Gin 


Gly 


Tyr 


He 


Asn 


Asn 


Leu 


Asn 


Glu 


Ala 


Leu 


Lys 


Ser 




50 










55 










60 








Leu 


Asp 


Val 


Ala 


Asn 


Ala 


Thr 


Gin 


Asp 


Leu 


Thr 


Arg 


Leu 


He 


Ala 


He 


65 










70 










75 










80 


Asn 


Pro 


Ala 


Leu 


Arg 


Phe 


Asn 


Gly 


Gly 


Gly His 


He 


Asn 


His 


Ser 


Leu 










85 










90 










95 




Phe 


Trp 


Glu 


Met 
100 


Leu 


Ala 


Pro 


Gin 


Gly 
105 


Lys 


Gly 


Gly 


Gly 


Val 
110 


Pro 


Pro 


Arg 


His 


Glu 


Leu 


Leu 


Lys 


Leu 


He 


Glu 


Lys 


Phe 


Trp 


Gly 


Ser 


Phe 


Asp 






115 










120 










125 






Ser 


Phe 


Leu 


Lys 


Asn 


Phe 


He 


Ala 


Ser 


Ser 


Ala 


Ala 


Val 


Gin 


Gly 


Ser 




130 










135 










140 








Gly 


Trp 


Gly 


Trp 


Leu 


Ala 


Phe 


Cys 


Pro 


Lys 


Lys 


Gin 


Glu 


Phe 


Val 


Val 


145 










150 










155 










160 


Gin 


Thr 


Thr 


Ala 


Asn 
165 


Gin 


Asp 


Pro 


Leu 


Glu 
170 


Ala 


Thr 


Thr 


Gly 


Met 
175 


He 


Pro 


Leu 


Pro 


Gly 


Val 


Asp 


Val 


Trp 


Glu 


His 


Ala 


Tyr 


Tyr 


Leu 


Gin 


Tyr 








180 










185 










190 




Lys 


Asn 


Val 
195 


Arg 


He 


Asp 


Tyr 


Leu 
200 


Lys 


Ser 


Phe 


Pro 


Ser 
205 


He 


He 


Asn 


Trp 


Asp 
210 


Tyr 


He 


Glu 


Asn 


Arg 
215 


Phe 


Val 


Glu 


Met 


Ser 
220 


Lys 


Gin 







(2) INFORMATIONS POUR LA SEQ ID NO: 141: 



925 



(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 312 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 147 14 0 .. 14807 5 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 141: 

Glu Asp Gly Phe Val Arg Leu Phe Ser Tyr Asp Lys Pro Lys lie Lys 

1 5 10 15 

Val Gin Lys He Lys Ala Asp Gly Phe Ser Gly Trp Leu Lys Cys Thr 

20 25 30 

His Cys Ser Glu Met He His Ala Asn Glu Leu Gly Gin Asn Phe Asn 

35 40 45 

Cys Cys Pro Lys Cys Ser Tyr His Tyr Arg He Ser Val Ser Glu Arg 

50 55 60 

He Ala Leu Leu Ala Asp Lys Asp Ser Trp Asn Pro Leu Phe Ser Asp 
65 70 75 80 

Leu Arg Ser Gin Asp .Pro Leu Asn Phe Val Asp Thr Asp Thr Tyr Pro 

85 90 95 

Asn Arg Leu Glu Lys Ala Arg Lys Asp Asn Pro Asp Ser Glu Gly Val 

100 105 110 

Leu Val Gly Ala Cys Thr He Gly Ser Tyr Pro Val Ala Leu Ala Val 

115 120 125 

Met Asp Phe Ser Phe Met Ala Gly Ser Met Gly Ala Val Val Gly Glu 

130 135 140 

Lys Leu Thr Arg Leu He Glu Lys Ala He Asp Ser Arg Leu Pro Val 
145 . . 150 155 160 

He He Val Ser Ala Ser Gly Gly Ala Arg Met Gin Glu Ser Val Phe 

165 170 175 

Ser Leu Met Gin Met Ala Lys Thr Ser Ala Ala Leu Ala Lys Leu His 

180 185 190 

Glu Ala Lys. Leu Pro Tyr He Ser Val Leu Thr Asn Pro Thr Ser Gly 

195 200 205 

Gly Val Thr Ala Ser Phe Ala Ser Leu Gly Asp Val He He Ala Glu 

210 215 220 

Pro Lys Ala Leu He Cys Phe Ala Gly Pro Arg Val Val Ser Gin Val 
225 230 235 240 

He Gly Glu Asp Leu Pro Glu Gly Ala Gin Lys Ser Glu Phe Leu Leu 

245 250 255 

Glu His Gly Met He Asp Lys Val Val Glu Arg Lys Gin Leu Lys Thr 

260 265 270 

Thr Leu Glu Ser Leu Leu Ser Phe Phe Ser Cys Gin Ala Tyr Ser Gly 

275 ' 280 285 

Gly Lys Gly Asn Cys Pro Arg Asp He Ser Lys Thr He Lys Glu He 

290 295 300 

Phe Leu Leu Thr Asp Asp Asn Lys 
305 . . 310 



(2) INFORMATIONS POUR LA SEQ ID NO: 142: 



(i) CARACTERI STIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 145 acides amines 



926 



(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE - oui 



(viii) POSITION DANS LE GENOME: 148115 148549 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 142: 



Met 


Lys 


Phe 


Phe 


Cys 


Lys 


Leu 


Glu 


Ser 


Gly 


Ser 


Ser 


Leu 


Pro 


Glu 


Tyr 


1 








5 










10 










15 


Ala 


Thr 


Ser 


Gly 


Ala 


Ser 


Gly 


Ala 


Asp 


Val 


Arg 


Ala 


Asn 


He 


Asn 


Glu 








20 










25 










30 






Pro 


lie 


Ala 


He 


Leu 


Pro 


Gly 


Gin 


Arg 


Ala 


Leu 


He 


Pro 


Thr 


Gly 


He 






35 










40 










45 






Ser 


Val 


Glu 


He 


Pro 


His 


Gly 


Tyr 


Glu 


He 


Gin 


Val 


Arg 


Ser 


Arg 


Ser 




50 










55 










60 










Gly 


Leu 


Ala 


Ser 


Lys 


Tyr 


Gly 


Val 


He 


Val 


Leu 


Gin 


Ser 


Pro 


Gly 


Thr 


65 










70 










75 








80 


Val 


Asp 


Ala 


Asp 


Tyr 


Arg 


Gly 


Glu 


He 


Arg 


Val 


He 


Leu 


Ala 


Asn 


Leu 










85 










90 










95 




Gly 


Glu 


Xaa 


Thr 


Phe 


He 


Val 


Glu 


Pro 


Gly Met 


Arg 


He 


Ala 


Gin 


Leu 








100 










105 










110 






Val 


Val 


Ala 


Lys 


Val 


Glu 


Gin 


Val 


Ser 


Phe 


Val 


Glu 


Thr 


Gin 


Glu 


Glu 






115 










120 










125 








Leu 


Thr 


Ala 


Thr 


Ala 


Arg 


Gly 


Thr 


Gly Gly 


Phe 


Gly 


His 


Thr 


Gly 


Glu 




130 










135 










140 









Cys 
145 



(2) INFORMATIONS POUR LA SEQ ID NO: 143: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 158 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

{ i i i ) H YPOTHET I QUE : OU i 



(viii) POSITION DANS LE GENOME: 148554 14 9 027 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 143: 



Met 


Thr 


Cys 


Val 


Ala 


Asp 


His 


Lys 


Gin 


Ala 


Val 


Thr 


Leu 


Ser 


Ser 


Leu 


1 








5 










10 










15 




Leu 


Ser 


Ser 


Asp 


Leu 


He 


Thr 


Phe 


Leu 


His 


Ser 


Asp 


Thr 


Arg 


Glu 


Asp 








20 










25 










30 




He 


Leu 


Phe 


Glu 


Leu 


Ser 


Glu 


Leu 


Ala 


Ala 


Arg 


Ala 


Gly 


Leu 


Leu 


Glu 






35 










40 










45 








Asp 


Arg 


Glu 


Ala 


Phe 


Phe 


Arg 


Ala 


Leu 


Leu 


Ala 


Arg 


Glu 


Asn 


He 


Met 




50 










55 










.60 










Ser 


Thr 


Gly 


He 


Gly 


Met 


Gly 


Val 


Ala 


lie 


Pro 


His 


Gly 


Lys 


He 


Asp 


65 










70 










75 










80 


Gly 


Ser 


Ala 


Asp 


Phe 


Phe 


He 


Ala 


Leu 


Gly 


He 


His 


Ser 


Glu 


Gly 


He 










85 










90 










95 




Leu 


Trp 


Asp 


Ala 


He 


Asp 


Gly 


Leu 


Ser 


Val 


Arg 


Leu 


Val 


Phe 


Leu 


He 



927 



100 

Gly Gly Pro Ser Asp Ala Pro Ser 
115 120 
Leu Thr Gin Ser Leu Arg Asp Glu 

130 135 
Val Gin Thr Val Glu Glu Val Met 
145 150 



105 110 
Lys Tyr Leu Lys Leu Leu Ser Ala 
125 

Ala Arg Arg Ser Gin Leu Leu Gin 
140 

Ser Val Phe Ser Gly Val 
155 



(2) INFORMATIONS POUR LA SEQ ID NO: 144: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 102 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 149000 149305 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 144: 



Arg 


Ser 


Tyr 


Glu 


Cys 


Phe 


Phe 


Arg 


Ser 


Leu 


Val 


Met 


Asp 


Leu 


Arg 


Leu 


1 








5 










10 










15 




Asp 


Gin 


Leu 


Ala 


Val 


Leu 


Leu 


Asp 


Val 


Ala 


Glu 


Asp 


Ser 


He 


Arg 


Gin 








20 










25 










30 






Trp 


Val 


Ser 


Cys 


Gly 


Gly 


He 


Pro 


Ser 


Tyr 


Thr 


He 


Asn 


Asp 


Glu 


Leu 






35 










40 










45 








Arg 


Phe 


Asn 


Arg 


Glu 


Glu 


Val 


Glu 


Asp 


Trp 


Leu 


He 


His 


Asn 


His 


Gly 




50 










55 










60 










Val 


He 


Pro 


Asp 


Glu 


Lys 


Arg 


Glu 


Glu 


Lys 


Gly 


Glu 


Ser 


Lys 


Asp 


Leu 


65 










70 










75 










80 


Ser 


Leu 


Arg 


Tyr 


Ser 


Leu 


Tyr 


Arg 


Ala 


Xaa 


Tyr 


Xaa 


Gly 


Arg 


Gly 


Ser 










85 










90 










95 




Lys 


Lys 


Cys 


Ser 


Cys 


Arg 























100 



(2) INFORMATIONS POUR LA SEQ ID NO: 145: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 160 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire. 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 149229 1497 08 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 145: 

Pro Arg He Cys His Leu Asp He Ala Tyr He Glu Xaa Phe He Xaa 

1 5 .10 15 

Gly Gly Val Leu Lys Asn Val Leu Val Asp Ser Lys Glu Gly Ala Leu 

20 25 30 

Arg Tyr Ala Ala His Tyr He Ala Asn Lys Phe Glu Leu Asp Pro Val 
35 40 45 



928 



Val 


Leu 


Phe 




Mot" 


Leu 


ixiec 


MIS 


Arg 


Glu 


Ser 


Leu 


Met 


Ser 


Thr 


Gly 




50 




















60 








lie 




Pin 






Aia 


Leu 


Pro 


His 


Ala 


Lys 


Asp 


Phe 


Leu 


He 


Asn 


65 




















/ D 










80 


Val 


Gly 


± y *- 


Asp 


T 1 & 

lie 


Tift 

-L J. ter 


Val 


Pro 


vai 




Leu 


Ser 


Gin 


Ser 


He 


Glu 










85 ■ 










90 










95 




Tyr 


Gly 


Ala 


Leu 


Asp 


Gly 


Lys 


Pro 


Val 


Asp 


Thr 


Leu 


Phe 


Phe 


Leu 


Phe 








100 










105 










110 






Ala 


Asn 


Gin 


Asp 


Arg 


Asn 


His 


Leu 


Asn 


Leu 


Val 


Asn 


Lys 


He 


Val 


His 






115 










120 










125 








Leu 


Gly 


Met 


Ser 


He 


Gin 


Ala 


Arg 


Leu 


Phe 


Leu 


Lys 


Glu 


His 


Pro 


Asp 




130 










135 










140 








Gin 


Pro 


Gin 


Leu 


Leu 


Ala 


Phe 


Val 


Lys 


Asn 


Trp 


Glu 


Ala 


Gin 


He 


His 


145 










150 










155 










160 



(2) INFORMATIONS POUR LA SEQ ID NO: 146: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 400 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME: 149712 150911 



(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 146: 



Val 


He 


Asn 


Lys 


Lys 


Arg 


He 


Val 


Arg 


Pro 


Ser 


Cys 


Glu 


Lys 


Ser 


Phe 


1 








5 










10 










15 




Asn 


Val 


Ala 


Met 


Val 


He 


Pro 


Lys 


Val 


Asp 


Leu 


Gly 


Glu 


Ser 


Ala 


Val 








20 










25 










30 






Met 


Leu 


Gly 


Tyr 


Lys 


Leu 


Thr 


Ser 


Gin 


Leu 


Ala 


Met 


Leu 


Ser 


He 


Leu 






35 










40 










45 








Leu 


Thr 


Phe 


Thr 


His 


Thr 


Met 


Gly 


His 


Ala 


Ser 


Gin 


Met 


Ser 


Gin 


Thr 




50 










55 










60 










Leu 


Pro 


Thr 


He 


Met 


Glu 


Ala 


Gin 


Ala 


Glu 


Glu 


Ala 


Leu 


Gin 


Ala 


Asp 


65 










70 










75 










80 


Arg 


Gly 


Val 


Ser 


Gly 


Gin 


Ala 


Leu 


Lys 


Lys 


Leu 


Arg 


Lys 


Lys 


Arg 


Cys 










85 










90 










95 




Ala 


Ser 


Arg 


Lys 


Ser 


Ala 


Trp 


Lys 


Ala 


Ser 


Phe 


Glu 


Lys 


Lys 


Asp 


Phe 








100 










105 










110 






Phe 


Ser 


Cys 


He 


Thr 


Asn 


Gly 


Leu 


Phe 


Ser 


Arg 


Asn 


His 


Glu 


Gin 


Arg 






115 










120 










125 






Leu 


Thr 


Ala 


Lys 


Lys 


Glu 


Asn 


Lys 


Ala 


Arg 


Gly 


Lys 


Glu 


Pro 


Arg 


Val 




130 










135 










140 








Val 


Val 


Gin 


Thr 


Thr 


Lys 


Lys 


Arg 


Gin 


Thr 


Thr 


Gin 


Ser 


Glu 


Lys 


Glu 


145 










150 










155 








160 


Phe 


Phe 


Asp 


Trp 


Leu 


Cys 


Asn 


Ser 


Lys 


Arg 


Asp 


Asp 


Lys 


Arg 


Lys 


Leu 










165 










170 










175 




Leu 


Lys 


Lys 


Lys 


Pro 


Val 


Asn 


Thr 


Ser 


Leu 


Ala 


Lys 


Ser 


Glu 


Glu 


Leu 








180 










185 










190 






Ser 


Pro 


Lys 


Glu 


Ala 


Ala 


He 


Ala 


Ala 


Ala 


Arg 


Ala 


Ser 


Leu 


Ser 


Pro 






195 










200 










205 








Glu 


Glu 


Lys 


Arg 


Gin 


Leu 


He 


Arg 


Glu 


Trp 


Leu 


Ala 


Glu 


Glu 


Lys 


Thr 




210 










215 










220 








Ala 


Arg 


Lys 


Ser 


Gly 


Arg 


Ala 


Ala 


Cys 


Ala 


Val 


Ser 


Glu 


Asn 


Leu 


Lys 



929 



225 

Arg Asp Gly Ser 

Leu Thr Thr Arg 
2 60 

Arg Gin Arg Ala 
275 

Pro Glu Ala Asp 
290 

Lys Gin Ala His 
305 

Thr Asn Asn Thr 

Cys Asp Ser Ser 
340 

Arg Arg Ala Asn 
355 

lie Ala Met lie 
370 

Thr Val Ala Gly 
385 



230 

lie Thr Ser Thr 
245 

Val Lys Arg Asn 

Ala Leu Gin Lys 
280 

Glu Lys Ala Ala 
295 

Lys Glu Pro Glu 
310 

Asn Val Met Ser 
325 . 

Glu Thr Asp Trp 

Phe Gly lie Ser 
. 360 

Val Gly Ala Val 
375 

Ser Ser Gly Thr 
390 



235 

Leu Arg Tyr Asp 
250 

Glu Asn Ser Val 
265 

Ala Lys Lys Ala 

Glu Ala Val Ala 
300 

Asn Tyr Phe Ala 
315 

Tyr Leu Asn Ala 
330 

Pro Cys Ser Ser 
345 

Val Cys Thr Met 

lie lie Ser Asn 
380 

Gly Gly Gly Gly 

395 - 



240 

Ala Glu Lys Ala 
255 

Asn Ala Arg Ala 
270 

Lys Thr Glu Lys 
285 

Ala Ala Pro Thr 

Ala Thr Ala Ser 
320 

His Gin Tyr Arg 
335 

Cys Val Thr Lys 
350 

Val Val Thr Val 
365 

Ala Thr Asp Ser 

Ser Thr Gin Pro 
400 



(2) INFORMATIONS POUR LA SEQ ID NO: 147: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 347 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 151004 .. 152044 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 147: 

Asp Ala Thr Lys lie Arg Trp Cys Phe Phe Pro Gin Ser Asn Thr Leu 

1 5 10 15 

Ser His Ala Ser Arg Thr Leu Tyr Thr Val Leu Lys Val Ala Leu Ser 

20 25 30 

lieu Gly Val Leu Ala Gly Val Ala Thr Leu Val Val Phe Leu Pro Pro 

3.5 40 45 

Ser Leu Pro Phe lie Ala Val lie Gly Val Ser Ser Leu Ala Leu Gly 

50 55. 60 

Met Ala Ser Phe Leu Met lie Arg Gly lie Lys Tyr Leu Leu Glu His 

65 70 .75 80 

Ser Pro Leu Asn Arg Lys Gin Leu Ala Lys Asp lie Gin Lys Thr lie 

85 90 95 

Ser Pro Asp Val Trp Ala Ser Met Val His Tyr Gin His Gin Leu Leu 

100 . 105 110 

Ser His Leu His Glu Thr Leu Leu Asp Glu Ala lie Thr Ala Arg Trp 

115 120 125 

Gly Glu Pro Phe Phe lie Glu His Ala Asn Leu Lys Ala Lys lie Glu 

130 135 140 

Asp Leu Thr Lys Gin Tyr Asp lie Leu Asn Ala Ala Phe Asn Lys Ser 

145 150 155 160 

Leu Gin Gin Asp Glu Ala Leu Arg Ser Gin Val Glu Lys Arg Ala Tyr 
165 170 . 175 



930 



Leu 


Phe 


Pro 


lie 


Pro 


Asn 


Asn 


Asp 


pin 
bill 


Asn 


Ala 


Lys 


Thr 


Lys 


Glu 


Ser 








180 










1 










19 0 






Gin 


Leu. 


Leu, 


Asp 


Ser 




Asn 


Asp 


Ser 


Asn 


Ser 


Glu 


Phe 


Gin 


Glu 


He 






195 










zuu 










205 








lie 


Asn 


Lys 




Leu 




Ala 

Ala 


Ala 


Asn 


Lys 


Arg 


Arg 


Ala 


Asp 


Ala 


Lys 




210 










TIC 










22 0 






Ser 


Lys 


ir i 1 tz: 


ryr 


nix 




Asp 


Cj-LU 


Thr 


Ser 


Asp 


Lys 


Lys 


Phe 


Ser 


He 


225 










Tin 

Z J u 










£ 6 D 










240 


T3TD 


Lys 


Pro 


Thr 


Lys 


Asn 




nia 


Leu 


L»1U 


Asp 


Leu 


Trp 


Arg 


Val 


His 










^4 j • 










ZDU 










255 




Asp 


Glu 


Ala 




noil 


("•In 




VjJ J-il 


bin 


Ala 


Leu 


Leu 


Leu 


Glu 


Asp 


Tyr 








260 




















0 "7 n 


Met 


Ser 


Tyr 


Lys 


Thr 


Ser 


Glu 


Cys 


Gin 


Ala 


Ala 


Leu 


Gin 


Lys 


Val 


Ser 






275 










280 










285 






Gin 


Glu 


Leu 


Lys 


Ala 


Ala 


Gin 


Lys 


Ser 


Phe 


Pro 


Val 


Leu 


Glu 


Lys 


His 




290 










295 










300 








Ala 


Leu 


Asp 


Arg 


Ser 


Tyr 


Glu 


Ser 


Ser 


Leu 


Thr 


Met 


Met 


Asp 


Leu 


Ala 


305 










310 










315 








320 


Arg 


Ala 


Asn 


Gin 


Glu 


Thr 


His 


Arg 


Leu 


Leu 


Asn 


He 


Leu 


Ser 


Glu 


Leu 










325 










330 










335 




Gin 


Gin 


Leu 


Ala 


Gin 


Tyr 


Leu 


Leu 


Asp 


Asn 


His 













(2) INFORMATIONS POUR LA SEQ ID NO: 148: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 222 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



( i i i ) HY POTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 15199 9 1526 64 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 148: 

His Thr Pro Lys Thr Phe Pro Leu Lys Val His His Ser Phe Ser Asp 

1 5 10 15 

Lys His Pro Gin He Ala Lys Ala Met Trp He Thr Gly He Ala Leu 

20 25 30 

Ala Ala Leu Ser Leu Leu Ala Val Val Ala Cys Val He Ala Val Ser 

35 _ 40 45 

Ala Gly Gly Ala Ala He Pro Leu Thr Val Val Gly Gly He Ala Ala 

50 55 60 

Met Ser Gly Leu Leu Ser Ala Ala Thr He He Cys Ser Ala Lys Lys 
65 7 0 75 80 

Ala Leu Ala Gin Arg Lys Gin Lys Gin Leu Glu Ala Ser Leu Pro Leu 

85 90 95 

Asp Asn Ala Thr Glu His Val Asn Tyr Leu Thr Ser Asp Thr Pro Tyr 

100 105 no 

Phe Asn Gin Trp Glu Ser Leu Asp Ala Leu Asn Lys Gin Leu Ser Gin 

115 120 125 

He Asp Leu Thr He Gin Ala Pro Glu Lys Lys Leu Leu Lys Glu Val 

130 . 135 140 

Leu Gly Ser Arg Tyr Asp Ser He Asn His Ser He Glu Glu He Ser 
145 150 155 160 

Asp Arg Phe Thr Lys Met Leu Ser Leu Leu Arg Leu Arg Glu His Phe 



931 



165 170 175 

Tyr Arg Gly Glu Glu Arg Tyr Thr Pro Tyr Leu Thr Pro Pro Leu Leu 

180 185 190 

Lys Lys Asn Arg Leu Leu lie Gin lie Thr Ser Asn Met lie Arg Met 

195 200 . 205 

Leu Pro Lys Phe Gly Gly Val Phe Ser Leu Lys Ala lie His 
210 215 220 



(2) INFORMATIONS POUR LA SEQ ID NO: 149: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 151. acides amines . 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE :. oui 

(viii) POSITION DANS LE GENOME: 1529 00 153352 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 149: 



Thr Lys Ala Phe Ser Gly Phe lie Val Arg Lys Thr Val lie Val Ala 

15 10 15 

Met Ser Gly Gly Val Asp Ser Ser Val Val Ala Tyr Leu Leu Lys Lys 

20 25 30 

Gin Gly Glu Tyr Asn Val Val Gly Leu Phe Met Lys Asn Trp Gly Glu 

35 40 45 

Gin Asp Glu Asn Gly Glu Cys Thr Ala Thr Lys Asp Phe Arg Asp Val 

50 -55 60 

Glu Arg lie Ala Glu Gin Leu Ser lie Pro Tyr Tyr Thr Val Ser Phe 
65 70 75 80 

Ser Lys Glu Tyr Lys Glu Arg Val Phe Ser Arg Phe Leu Arg Glu Tyr 

85 90 95 

Ala Asn Gly Tyr Thr Pro Asn Pro Asp Val Leu Cys Asn Arg Glu lie 

100 105 110 

Lys Phe Asp Leu Leu Gin Lys Lys Val Leu Glu Leu Lys Gly Asp Phe 

115 120 125 

Leu Ala Thr Gly His Tyr Cys Arg Gly Gly Ala Asp Gly Thr Gly Phe 

130 135 140 

Val Gin Arg Lys Arg Pro Gin 
145 150 



(2) INFORMATIONS POUR LA SEQ ID NO: 150: 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 203 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 153 3 89 153 9 97 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 150: 



932 



Asp 


Ala 


Leu. 


Ser 


Asn 


vax 


Leu 


Pne 


Pro 


Leu 


Gly 


Gly Met 


Tyr 


Lys 


Thr 


i 








_) 










10 










15 




pin 


val 


Arg 


Arg 


x xe 


Ala 


Gin 


Glu 


Ala 


Gly 


Leu 


Ala 


Thr 


Ala 


Thr 


Lys 


















2 5 










3 0 




Lys 


Asp 


Ser 


inr 


Gly 


lie 


Cys 


Phe 


He 


Gly 


Lys 


Arg 


Pro 


Phe 


Lys 


Ser 
















40 










45 






irllQ. 


Leu 


Glu 


Gin 


Pne 


Val 


Ala 


Asp 


Ser 


Pro 


Gly 


Asp 


He 


He 


Asp 


Phe 




D U 










b b 










60 








Asp 


rp"U v- 

xnr 


bin 


Gin 


Val 


Val 


Gly 


Arg 


His 


Glu 


Gly 


Ala 


His 


Tyr 


Tyr 


Thr 












/ U 










75 








80 


J.16 


o iy 


\j in 


Arg 


Arg 


Gly 


Leu 


Asn 


He 


Gly 


Gly 


Met 


Glu 


Lys 


Pro 


Cys 










85 










90 










95 


ryr 


VaX 


Leu 


Ser 


Lys 


Asn 


Met 


Glu 


Lys 


Asn 


He 


Val 


Tyr 


He 


Val 


Arg 








i no 




















110 






LrlU 


Asp 


HIS 


Pro 


Leu 


Leu. 


Tyr 


Arg 


Gin 


Glu 


Leu 


Leu 


Ala 


Lys 


Glu 






115 










120 










125 






Leu. 


Asn 


Trp 


Phe 


Val 


Pro 


Leu 


Gin 


Glu 


Pro 


Met 


He 


Cys 


Ser 


Ala 


Lys 




130 










13 5 










140 








Val 


Arg 


Tyr 


Arg 


Ser 


Pro 


Asp 


Glu 


Lys 


Cys 


Ser 


Val 


Tyr 


Pro 


Leu 


Glu 


145 










150 










155 










160 


Asp 


Gly 


Thr 


Val 


Lys 
165 


Val 


He 


Phe 


Asp 


Val 
170 


Pro 


Val 


Lys 


Ala 


Val 
175 


Thr 


Pro 


Gly 


Gin 


Thr 


Val 


Ala 


Phe 


Tyr 


Gin 


Gly Asp 


He 


Cys 


Leu 


Gly Gly 








180 










185 










190 






Gly 


Val 


He 
195 


Glu 


Val 


Pro 


Met 


He 
200 


His 


Gin 


Leu 













(2) INFORMATIONS POUR LA SEQ ID NC : 151: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 431 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { i 53 9 84 1 5 527 6 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 151: 



Ser 


Trp 


Ser 


Ser 


Cys 


Thr 


Ser 


Gin 


Tyr 


Asp 


Gly 


Thr 


Thr 


Ser 


Asp 


Leu 


1 








5 










10 










15 




Met 


Arg 


Leu 


Glu 


Ala 


Glu 


He 


Glu 


Lys 


Thr 


Lys 


Gin 


Ala 


Lys 


Glu 


Gin 








20 










25 










30 






Ala 


He 


Gly 


Thr 


Gin 


Glu 


Tyr 


Glu 


Lys 


Ala 


Ala 


Ser 


Leu 


Arg 


Asp 


Glu 






35 










40 










45 








Glu 


Lys 


Lys 


Leu 


Arg 


Glu 


Lys 


Leu 


Gly 


Asn 


Met 


Lys 


Gin 


Gin 


Trp 


Glu 




50 










55 










60 










Ser 


Asn 


Lys 


Glu 


Glu 


His 


Gin 


Val 


Pro 


Val 


Asp 


Glu 


Glu 


Ala 


Val 


Ala 


65 










70 










75 










80 


Gin 


Val 


Val 


Ser 


Val 


Gin 


Thr 


Gly 


He 


Pro 


Ala 


Ala 


Arg 


Leu 


Thr 


Glu 










85 










90 










95 




Ala 


Glu 


Ser 


Glu 


Lys 


Leu 


Leu 


Thr 


Leu 


Glu 


Thr 


Thr 


Leu 


Gin 


Lys 


Lys 








100 










105 










110 




Val 


He 


Gly 


Gin 


Ser 


Gin 


Ala 


Val 


Ala 


Ser 


He 


Cys 


Arg 


Ala 


He 


Arg 






115 










120 










125 






Arg 


Ser 


Arg 


Thr 


Gly 


He 


Lys 


Asp 


Pro 


Asn 


Arg 


Pro 


Met 


Gly 


Ser 


Phe 



933 





1JU 










l j j 










1 a n 

14* u 










Leu 


Pne 


Leu 


P T i r 

Giy 


Pro 


i nr 


P 1 i r 

b» iy 


vai 


oiy 


Lys 


inr 


Leu 


Leu 


Ala 


Gin 


Gin 


1 A IT 

14 5 










1 jU 










IDj 










1 bU 


lie 


Ala 


lie 


CjIU 


ixieT- 


rne 


P 1 \ r 

b> iy 


P 1 ^ r 

tjiy 


LslU 


Asp 


Ser 


Leu 


lie 


b?m 


vai 


Asp 










i ^ q 

IOJ 










1 / u 










1 / D 




Met 


Ser 


Glu 


Tyr 


Wet 


p 1 1 1 

bill 


Lys 


rne 


Aia 


Ala 


mr 


Lys 




iyie c 


P T x r 

Cjiy 


Ser 








1 o U 










1 O D 










ion 
1 y u 






Pro 


Pro 


Gly 


Tyr 


vai 


P 1 -v r 

L^iy 


HIS 


bill 


Pitt 
blU 


0 iy 


bjiy 


rl 1 S 


Leu 


i nr 


bill 


pi n 
bin 






1 Q C 

iy j 










zuu 










9 n r 

£. \J J 








Val 


Arg 


Arg 


Arg 


Pro 


Tyr • 


Cys 


vai 


vai 


Leu 


rne 


Asp 


Pill 

bill 


Tin 

lie 


bill 


Lys 




^ i u 




















9 9 n 
zz u 










Ala 


His 
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(2) INFORMATIONS POUR LA SEQ ID NO: 152: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 438 acides amines 

(B) TYPE: acide amine 

{ D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 1 5523 1 .. 1 5 6 544 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 152: 

Met Phe Glu Lys. Phe Thr Asn Arg Ala Lys Gin Val lie Lys Leu Ala 

1 5 10 15 

Lys Lys Glu Ala Gin Arg Leu Asn His Asn Tyr Leu Gly Thr Glu His 

20 25 30 

lie Leu Leu Gly Leu Leu Lys Leu Gly Gin Gly Val Ala Val Asn Val 
35 40 45 
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Leu Arg Thr Leu 
50 

Arg Leu lie Gly 
65 

Leu Thr Gly Arg 

Ala Leu Leu Glu 
100 

lie Leu Asn Gin 
115 

His Val Asp Pro 
130 

Thr Phe Asn Leu 
145 

Thr Asn Ser Ser 

Thr Leu Gly Gly 
180 

Gly Tyr Asp Leu 
195 

lie Gly Arg Ser 
210 

Arg Arg Lys Asn 
225 

Thr Ala lie Val 

Pro Glu Ala Leu 
260 

Met lie Ala Gly 
275 

Ala Val Met Asp 
290 

Asp Glu Leu His 
305 

Asp Ala Ser His 

Cys lie Gly Ala 
340 

Asp Ala Ala Leu 
355 

Ser Val Asp Glu 
370 

Glu Glu His His 
335 

Ala Lys Leu Ser 

Ala lie Asp Leu 
420 

Met Gly Gin Leu 
435 



Gly Val Asp Phe 
55 

Tyr Gly Pro Glu 
70 

Val Lys Lys Ser 
85 

His Asn Tyr Val 

Ser Asp Gly Val 
120 

Lys Glu lie Arg 
135 

Gin Leu Pro Pro 
150 

Ser Ser Ser Lys 
165 

Asp Lys Pro Glu 

Thr Glu Met Phe 
200 

Ala Glu Val Glu 
215 

Asn Pro Val Leu 
230 

Glu Gly Leu Ala 
245 

Arg Lys Lys Arg 

Thr Lys Tyr Arg 
280 

Glu Val Arg Lys 
295 

Thr lie Val Gly 
310. 

Ile Leu Lys Pro 
325 

Thr Thr Leu Asp 

Glu Arg Arg Phe 
360 

Thr Val Glu lie 
375 

Asn Val Phe lie 

390 _ 
Asp Gin Tyr Val 
405 

Leu Asp Glu Ala 
Arg Thr 



Asp Thr Ala Lys 
60 

lie Gin Val Tyr 
75 

Phe Glu Ser Ala 
90 

Gly Thr Glu His 
105 

Ala Leu Gin Val 

Lys Glu lie Leu 
140 

Ser Ser Ser lie 
155 

Ser Ser Ser Pro 
170 

Lys Leu Ser Ala 
185 

Lys Glu Ser Arg 

Arg Leu lie Leu 
220 

Val Gly Glu Ala 
235 

Gin Lys He Val 
250 

Leu He Thr Leu 
265 

Gly Gin Phe Glu 

His Gly Asn He 
300 

Ala Gly Ala Ala 
315 

Ala Leu Ala Arg 
330 

Glu Tyr Arg Lys 
345 

Gin Lys He Val 

Leu Arg Gly Leu 
380 

Thr Asp Glu Ala 
395 

His Gly Arg Phe 
410 

Gly Ala Arg Val 
425 



His Glu Val Glu 

Gly Asp Pro Ala 
80 

Asn Glu Glu Ala 
95 

Leu Leu Leu Gly 
110 

Leu Glu Asn Leu 
125 

Lys Glu Leu Glu 

Thr Pro Arg Asn 
160 

Leu Gly Gly His 
175 

Leu Lys Ala Tyr 
190 

Leu Asp Pro Val 
205 

He Leu Cys Arg 

Gly Val Gly Lys 
240 

Ser Gly Glu Val 
255 

Asp Leu Ala Leu 
270 

Glu Arg He Lys 
285 

Leu Leu Phe He 

Glu Gly Ala He 
320 

Gly Glu He Gin 
335 

His He Glu Lys 
350 

Val Gin Pro Pro 
365 

Lys Lys Lys Tyr 

Leu Val Ala Ala 
400 

Leu Pro Asp Lys 
415 

Arg Val Asn Thr 
430 



(2) INFORMATIONS POUR LA SEQ ID NO: 153: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 240 acides amines 

(B) TYPE: acide amine 

{ D ) CONFIGURATION : 1 ineaire 
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(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 156806 .. 157525 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 153: 

lie Met Arg Thr Arg Val lie Asp Ser lie Arg Gly Thr Pro Lys Asp 

1 5 10 15 

Leu Met Gin Lys Asp Arg Leu Leu Leu Asp Ser Leu Arg Lys Gly Glu 

20 25 30 

Val lie Leu His Leu Tyr Glu Trp Glu Gly lie Phe Pro Leu Thr Tyr 

35 40 45 

Gly Cys Phe lie Lys Pro Glu Arg Phe Leu Lys Ala Asn Trp Glu Ser 

50 55 60 

Leu Gly Val Ser Ala Ala Ser Arg Pro Thr Gly Gly Gly Val Thr Phe 
65 70 75 80 

His Asn Ser Asp Tyr Ala Phe Ser Leu Leu Val Ser Ser Glu His Pro 

85 90 95 

Leu Tyr Gin Asp Ser lie Leu Ala Asn Tyr His Thr Val Asn Arg Phe 

100 105 110 

Val Leu Lys Thr lie Asn Lys Leu Phe Gly Leu Glu Gly Ser Leu Ser 

115 120 125 

Pro lie Glu Val Ser Thr Asp Arg Ala Glu Ser Ser Asn Phe Cys Val 

130 135 140 

Ala Lys Thr Ser Lys Tyr Asp Val Leu lie Gly Asn Arg Lys Val Gly 
145 150 155 160 

Gly Ala Ala Gin Arg Ser Val Lys Gin Gly Phe Leu His Gin Gly Ser 

165 170 175 

lie Phe Leu Ser Gly Asn Ser Leu Asp Phe Tyr Arg Asn lie Leu Leu 

180 185 190 

Pro Asp Leu Val Asp Lys lie Gly Pro Glu Val Glu Lys Ser Ala Phe 

195 200 205 

Phe Pro Leu Gly Met Glu Ala Ser Ser Thr Val Leu Lys Glu Val Arg 

210 . . 215 220 

Lys Glu Val Lys Asp Ser Leu Met Arg lie Phe Met Gin Glu Gly lie 
225 230 235 240 



(2) INFORMATIONS POUR LA SEQ ID NO: 154: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 489 ac ides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 157489 158955 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 154: 

Arg Leu Phe Asp Ala Asp Leu Tyr Ala Gly Gly Asp Leu lie Arg Met 

15 10 15 

Lys Met Ala Phe Leu Arg Lys lie Phe Val Phe Val Ala Cys Val Val 

20 25 30 

Ser Leu Asn Gly Phe Ala His Thr lie Ala lie Pro Asp Gly Asp Lys 
35 40 45 
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(2) INFORMATIONS POUR LA SEQ ID NO: 155: 



937 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 286 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(lii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 159 104 15 9 9 61 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 155: 

Phe Ser Phe Phe Phe Leu Lys Gly Leu Phe Ser Lys Lys Lys Gly Leu 

1 5 .10. 15 

Leu Leu Ala Phe Phe Asn Lys His Gin Lys Lys Phe lie Gly Leu Val 

20 25 30 

lie Ala Gly Val Cys Leu Ser Gly Val Gly Val Ser Val Gly Gin Thr 

35 40 45 

Val Lys Lys Thr Asn Lys Leu Gly Ser Gly Lys Thr Val Tyr Arg Thr 

50 55 60 

Pro Ser Gly Arg Lys Tyr Ser Glu Lys Glu Phe Leu Leu Leu Lys His 
65 70 75 80 

Phe Leu Ser Asn Glu Ala Tyr Pro Phe Thr Gly Asn Pro Arg Glu Trp 

85 90 95 

Asn Phe Leu Asn Glu Gly Leu Leu Thr Glu Arg Phe Leu Thr Asn Lys 

100 105 110 

Leu Gly Glu Lys Leu Phe Leu Ser lie Tyr Lys Ser Gly Phe Pro Ala 

115 120 125 

Phe Asp Lys Glu Arg Ser Tyr Glu Gly Tyr Arg Arg Phe Asp Ala Pro 

130 135 140 

Phe lie Ser Ser Glu Glu Val Trp Lys Ser Ser Ala Pro Gin Leu Arg 
145 150 155 160 

Glu Ala Phe His lie Phe Gin Gin Leu Thr Asp Pro Val Ser Pro Glu 

165 170 175 

Gly Phe Ala Val Arg Val Arg Leu Phe Leu Glu Glu Lys Lys Phe Pro 

180 185 190 

His Tyr Val Leu Arg Gin Met Leu Glu Tyr Arg Arg Gin Met Phe Asn 

195 200 205 

Leu Pro Val Asp Asn Ser Leu Val Gin Gly Arg Asp Leu Arg Leu Phe 

210 215 220 

Gly Tyr Lys Asn Val Lys Asp Trp Phe Gly Asp Lys Tyr lie Ser Ser 
225 230 235 240 

Val Thr Glu Ala Met Leu Cys Phe lie Asp Glu Gin Lys Lys Lys Val 

245 250 255 

Gly Met Pro Ser Leu Lys Glu Ala Arg Gin Asp Phe Tyr Asp Lys Ala 

260 265 270 

Gin Met His Leu Pro Asp Leu Val Asn Met Leu Ser Leu lie 
275 280 285 



(2) INFORMATIONS POUR LA SEQ ID NO: 156: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 43 5 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 159916 .. 161220 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 15 6: 
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His 
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420 



425 



430 



Asn Pro Ser 
435 



(2) INFORMATIONS POUR LA SEQ ID NO: 157: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 137 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 161183 . . 161593 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 157: 



Asp 


Pro 


He 


Trp 


Lys 


Lys 


Phe 


Phe 


Phe 


Thr 


Thr 


Leu 


Val 


Lys 


Gly 


Leu 


1 








5 










10 










15 




Ser 


Arg 


. Thr 


Asn 


Met 


Lys 


Gly 


Gin 


Lys 


Tyr 


Tyr 


Ser 


Asp 


Tyr 


His 


Val 








20 










25 










30 






Trp 


He 


Glu 


Pro 


He 


His 


Ser 


Arg 


He 


Val 


Lys 


Leu 


Gly 


Leu 


Ser 


Ser 






35 










40 










45 








Gin 


Met 


Ala 


Gly 


Xaa 


Leu 


Gly 


Asn 


He 


Leu 


His 


He 


Asp 


Leu 


Pro 


Ser 




50 










55 










60 










Val 


Gly 


Ser 


Phe 


He 


Lys 


Glu 


Gly 


Glu 


Glu 


Leu 


Cys 


He 


Leu 


Glu 


Ser 


65 










70 










75 










80 


Ser 


Lys 


Ser- 


Ala 


He 


Glu 


Val 


Leu 


Ser 


Pro 


Val 


Ser 


Gly 


Glu 


Val 


Leu 










85 










90 










95 




Glu 


Val 


Asn 


Thr 


Ala 


Leu 


Glu 


Asp 


Asp 


He 


Leu 


Pro 


Val 


Asn 


Asn 


Ala 








100 










105 










110 






Thr 


Glu 


Ser 


Glu 


Gly 


Trp 


Phe 


Val 


Val 


Leu 


Gin 


Leu 


Thr 


Glu 


Asp 


Phe 






115 










120 










125 








Arg 


Ser 


Glu 


Ser 


Phe 


Ser 


Leu 


Glu 


Pro 

















130 135. 



(2) INFORMATIONS POUR LA SEQ ID NO: 158: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 237 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 161623 . . 162333 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 158: 

Leu Leu Asn Leu Leu Gly He Phe Leu Gin Ala Thr Phe He Gin Asn 

15 10 15 

He Leu Leu Ser Thr Phe Leu Gly Met Cys Ser Tyr Leu Ala Cys Ser 

20 25 30 

Ser Arg Leu Ser Thr Ala Asn Gly Leu Gly Met Ser Val Ala Leu Val 
35 40 45 



940 



Leu 


Thr 


lie 


Thr 


Gly 


Ser 


Tip 

X X fci 


Asn 


Trp 


Leu 


val 


His 


Tyr 


Phe 


lie 


Thr 




50 










55 










b U 








Lys 


Pro 


Gly 


Ala 

.fx J- CI 




nla 


Trp 


Leu 


Ser 


Pro 


Ala 


Leu 


Ala 


Asn 


He 


Asp 


65 










70 










n ^ 
/ -? 










80 


Leu 


Ser 


Phe 


Leu 


Glu 




Tip 


irifcr L. 


irne 


x x e 


val 


val 


He 


Ala 


Ala 


Phe 










85 










9 0 










3 b 




Thr 


Gin 


lie 


Leu 


Glu 


Leu 


Leu 


Leu 


oil! 


Arg 


irne 


Ser 


Arg 


Asn 


Leu 


Tyr 








100 










1 C 5 










110 




Leu 


Ala 


Leu 


Gly 


lie 


Phe 


l—i tr U. 


IrX <J 


Leu 


x x e 


Ala 


val 


Asn 


Cys 


Ala 


He 






115 










IZ u 










xz. b 






Leu 


Gly 


Gly 


Val 


Leu 


ir lit: 


oiy 


lie 


inr 


Arg 


Asn 


Tyr 


Pro 


Phe 


Leu 


Pro 




13 0 










X J J 










14 U 










Met 


Val 


V d X 






Leu 


t^xy 


Ser 


G ly 


Cys 


Gly 


Trp 


Trp 


Leu 


Ala 


He 


145 










JL J VJ 










1 b b 










160 


Val 


Leu 




Ala 


XIII. 


jl a. e 


Arg 


bill 


Lys 


Leu 


Ala 


Tyr 


Ser 


Asp 


Val 


Pro 










165 










170 










175 




Gin 


His 


Leu 


Arg 


Gly 


Thr 


Gly 


He 


Ser 


Phe 


He 


Thr 


Thr 


Gly 


Leu 


Met 








180 










185 










190 






Ala 


Met 


Ala 


Phe 


Met 


Gly 


Leu 


Thr 


Gly 


He 


Asp 


He 


Ser 


Lys 


Pro 


Thr 






195 










200 










205 






Thr 


Ser 


Lys 


Pro 


Ala 


Xaa 


Xaa 


Met 


Asn 


He 


Ala 


Thr 


Asp 


Ser 


Pro 


Gin 




210 










215 










220 








Pro 


Asn 


Thr 


His 


Ser 


Ser 


Ser 


Glu 


Glu 


Pro 


Lys 


Ala 


Ser 








225 










230 










235 













(2) INFORMATIONS POUR LA SEQ ID NO : 159: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 213 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 1623 63 163001 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 159: 



Met 


Thr 


Thr 


Asn 


Lys 


Ser 


Tyr 


Leu 


Thr 


Tyr 


Phe 


Thr 


Asp 


Ala 


Leu 


Trp 


1 








5 










10 










15 


He 


Asn 


Asn 


Gin 


Pro 


Leu 


He 


Ala 


He 


Leu 


Gly 


He 


Cys 


Ser 


Ala 


Leu 








20 










25 










30 






Ala 


Val 


Thr 


Thr 


Thr 


Val 


Thr 


Thr 


Ala 


Leu 


Thr 


Met 


Gly 


Phe 


Ala 


Val 






35 










40 










45 








Ser 


Phe 


Val 


Thr 


Gly 


Cys 


Ser 


Ser 


Phe 


Val 


Val 


Ser 


Leu 


Leu 


Arg 


Lys 




50 










55 










60 






He 


Thr 


Pro 


Glu 


Ser 


Val 


Arg 


Met 


He 


Ala 


Gin 


Leu 


He 


He 


He 


Ser 


65 










70 










75 










80 


Leu 


Phe 


Val 


He 


Leu 


He 


Asp 


Gin 


Phe 


Leu 


Lys 


Ala 


Phe 


Phe 


Phe 


Thr 










85 










90 










95 




He 


Ser 


Lys 


Thr 


Leu 


Ser 


Val 


Phe 


Val 


Gly 


Leu 


He 


He 


Thr 


Asn 


Cys 








100 










105 










110 




He 


Val 


Met 


Gly 


Arg 


Ala 


Glu 


Ser 


Met 


Ala 


Arg 


His 


Val 


Ser 


Pro 


He 






115 










120 










125 








Pro 


Ala 


Phe 


Leu 


Asp 


Gly 


Leu 


Gly 


Ser 


Gly 


Leu 


Gly 


Tyr 


Gly 


Trp 


Val 




130 










135 










140 








Leu 


Val 


Cys 


He 


Ser 


He 


He 


Arg 


Glu 


Leu 


Phe 


Gly 


Phe 


Gly 


Thr 


He 
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145 150 155 160 

Leu Gly Phe Arg Val lie Pro Glu lie Leu Tyr Ala Ser Ala Ala His 

165 170 175 

Pro Asp Gly Tyr Glu Asn Leu Gly Leu Met Val Leu Ala Pro Ser Ala 

180 185 190 

Phe Phe Leu Leu Gly lie Met lie Trp lie Val Asn lie lie Arg Ala 

195 200 205 

Pro Lys Thr Lys Arg 
210 



(2) INFORMATIONS POUR LA SEQ ID NO: 160: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 64 acides amines . 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 1 62 9 94 1 63 785 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 160: 



Met Leu Met Ala Ala Gin Val lie Ser Ser Asp Asn Thr Phe Gin Val 

15 10 15 

Tyr Glu Lys Gly Asp Trp His Pro Ala Leu Tyr Asn Thr Lys Lys Gin 

20 25 30 

Leu Leu Glu lie Ser Ser Thr Pro Pro Lys Val Thr Val Thr Thr Leu 

35 ' 40 45 

Ser Ser Tyr Phe Gin Asn Phe Val Arg Val Leu Leu Thr Asp Thr Gin 

50 55 60 

Gly Asn Leu Ser Ser Phe Glu Asp His Asn Leu Asn Leu Glu Glu Phe 
65 70 . . 75 80 

Leu Ser Gin Pro Thr Pro Val lie His Gly Leu Ala Leu Tyr Val Val 

85 .90 95 

Tyr Ala lie Leu His Asn Asp Ala Ala Ser Ser Lys Leu Ser Ala Ser 

100 105 110 

Gin Val Ala Lys Asn Pro Thr Ala lie Glu Ser lie Val Leu Pro He 

115 120 125 

Glu Gly Phe Gly Leu Trp Gly Pro He Tyr Gly Phe Leu Ala Leu Glu 

130 135 140 

Lys Asp Gly Asn Thr Val Leu Gly Thr Ser Trp Tyr Gin His Gly Glu 
145 - 150 155 160 

Thr Pro Gly Leu Gly Ala Asn lie Ala Asn Pro Gin Trp Gin Lys Asn 

165 170 175 

Phe Arg Gly Lys Lys Val Phe Leu Val Ser Ala Ser Gly Glu Thr Asp 

180 . 185 190 

Phe Ala Lys Thr Thr Leu Gly Leu Glu Val He Lys Gly Ser Val Ser 

195 . 200 : 205 

Ala Ala Leu Gly Asp Ser Pro Lys Ala Ala Ser Ser He Asp Gly He 

210 215 220 

Ser Gly Ala Thr Leu Thr Cys Asn Gly Val Thr Glu Ser Phe Ser His 
225 230 235 240 

Ser Leu Ala Pro Tyr Arg Ala Leu Leu Thr Phe Phe Ala Asn Ser Lys 

245 250 255 

Pro Ser Gly Glu Ser His Asp His 
260 
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(2) INFORMATIONS POUR LA SEQ ID NO : 161: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 42 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 164474 1 654 9 9 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 161: 



Arg 


Phe 


Glu 


Arg 


Val 


Thr 


Phe 


Ser 


Thr 


Phe 


Leu 


Ser 


Asp 


Thr 


Met 


Leu 


1 








5 










10 










1 b 




Glu 


Lys 


Leu 


Val 


Asp 


Ser 


Leu 


Trp 


Lys 


He 


Cys 


Arg 


Lys 


Ser 


Lys 


rfie 








20 










25 
















Gin 


His 


Met 


Thr 


Pro 


He 


Ala 


Asp 


Ala 


Val 


Asp 


Thr 


Pne 


Cys 


Phe 


Glu 






35 










40 










4 5 








Pro 


Leu 


His 


Thr 


Pro 


Ser 


Ser 


Pro 


Pro 


Phe 


Val 


Arg 


Asp 


Ala 


Val 


Asp 




50 










55 










60 










Val 


Lys 


Arg 


Trp 


Met 


Met 


Leu 


Val 


Val 


He 


Ala 


Leu 


Met 


Pro 


Thr 


He 


65 








70 










7 5 










q n 


Phe 


Ala 


Ala 


Val 


Trp 


Asn 


Ser 


Gly 


Leu 


Gin 


Ala 


Leu 


Val 


Tyr 


Gin 


Ser 










85 










9 0 










9 b 




Ser 


Asn 


Pro 


Arg 


He 


Met 


Glu 


Ala 


Xaa 


Leu 


His 


He 


Ser 


Gly 


Phe 


Lys 








100 










105 










110 






Ser 


Tyr 


Phe 


Ser 


Phe 


Val 


Ser 


Gin 


Glu 


He 


Gly 


I le 


Gly 


Ser 


Val 


Leu 






115 










120 










125 








Phe 


Ala 


Gly 


Cys 


Lys 


He 


Phe 


Leu 


Pro 


Leu 


Leu 


Phe 


He 


Ser 


Tyr 


Ala 




130 










1 "i IT 

13 5 




















Val 


Gly 


Gly 


Thr 


Cys 


Glu 


Val 


Leu 


Phe 


Ala 


He 


He 


Arg 


Lys 


His 


Lys 


145 










150 










155 










160 


He 


Ala 


Glu 


Gly 


Leu 


Leu 


Val 


Thr 


Gly 


Met 


Leu 


Tyr 


Pro 


Leu 


He 


Leu 










165 










170 










175 




Pro 


Pro 


Thr 


He 


Pro 


Tyr 


Trp 


Met 


Ala 


Ala 


Leu 


Gly 


He 


Ala 


Phe 


Gly 








180 










185 










190 






Val 


Val 


Met 


Gly 


Lys 


Glu 


Leu 


Phe 


Gly 


Gly 


Thr 


Gly 


Met 


Asn 


He 


Leu 






195 










200 










205 








Asn 


Pro 


Ala 


Leu 


Thr 


Gly 


Arg 


Ala 


Phe 


Leu 


Phe 


Phe 


Thr 


Phe 


Pro 


Ala 




210 










215 










220 










Lys 


Met 


Ser 


Gly 


Asp 


Val 


Trp 


Val 


Gly 


Ser 


Asn 


Pro 


Ser 


Arg 


He 


Lys 


225 










230 










235 










240 


Glu 


Ser 


Leu 


Ala 


Thr 


Met 


Ser 


Ser 


Leu 


Ala 


Glu 


Lys 


Ser 


His 


Phe 


Asp 










245 










250 










255 




Gly 


Phe 


Ser 


Gin 


Ser 


Thr 


Cys 


Leu 


Gin 


He 


Leu 


Asn 


Ser 


Thr 


Pro 


Pro 






260 










265 










270 






Ser 


Val 


Lys 


Arg 


Val 


His 


He 


Asp 


Ala 


He 


Ala 


Ser 


Asn 


He 


Leu 


Asn 






275 










280 










285 








Leu 


Glu 


His 


Val 


Pro 


Thr 


Gin 


Asp 


Val 


Leu 


Gin 


Thr 


Gin 


Phe 


Ala 


Thr 




290 










295 










300 










Trp 


Ala 


Glu 


Ser 


Tyr 


Pro 


Gly 


Leu 


Thr 


Val 


Asp 


Gin 


Leu 


Ser 


Leu 


Glu 


305 










310 










315 










320 


Xaa 


Thr 


Ser 


Lys 


Phe 


Cys 


Asn 


Tyr 


Ser 


Asn 


Asn 


Arg 


Arg 


Arg 


Phe 


Arg 










325 










330 










335 




Ala 


Ser 


Ser 


Cys 


Thr 


Leu 
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340 



(2) INFORMATIONS POUR LA SEQ ID NO: 162: 

(i) CARACTERISTIQUES .DE LA SEQUENCE : 

(A) LONGUEUR: 13 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 166093 166482 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 162: 

Glu Gly Leu Ala Thr Gin Glu Ser Ser Phe Pro Glu Glu 

5 10 15 

Thr Leu Gly Glu Gly Val Ser Phe Lys Gly Glu Leu Thr 
20 25 30 

Leu Leu Arg lie Asp Gly Thr Phe Glu Gly lie Leu Val 
35 40 45 



Ser 


Lys 
50 


Gly 


Lys 


He 


He 


Val 
55 


Gly 


Pro 


Gin 


Gly 


Tyr 
60 


Val 


Lys 


Ala 


Asn 


lie 


Glu 


Leu 


Glu 


Glu 


Ala 


Val 


He 


Ala 


Gly 


Val 


Val 


Glu 


Gly 


Asn 


He 


65 










70 










75 










80 


Thr 


Val 


Thr 


Gly 


Arg 
35 


Val 


Ser 


Leu 


Gin 


Gly 
90 


Arg 


Ala 


Met 


Val 


Thr 

95 


Gly 


Asp 


He 


Gin 


Ala 
100 


Gly 


Ser 


Leu 


Cys 


Val 
105 


Asp 


Glu 


Gly 


Val 


Arg 
110 


Leu 


Cys 


Gly 


Tyr 


Val 
115 


Ser 


He 


Gin 


Gly 


Ala 
120 


Pro 


Ser 


Asn 


Glu 


Gin 
125 


Glu 


Glu 


He 


Asp 


Ser 
130 































Asp Gin Gin 
1 

Pro Glu Thr 
Phe Glu Ara 



(2) INFORMATIONS POUR LA SEQ ID NO: 163: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 455 acides amines 

(B) TYPE: - acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 166729 .. 168093 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 163: 



Met Leu Thr Cys 
1 

He Lys . Thr Arg 
20 

He Gin Val Leu 
35 

Asn He Phe Val 
50 



Asn Asp Cys Ser 
5 

Cys Ser Lys Thr 

Glu Glu Ser Ser 
40 

Gin Ser Tyr Leu 
55 



Thr Trp Glu Gin 
10 

Ala Phe Glu Asn 
25 

Glu Lys He Arg 

Leu Asp Asn Tyr 
60 



Phe Val Asn Tyr 
15 

Trp He Ala Pro 
30 

Leu Glu He Pro 
45 

Lys Lys Asp Leii • 
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Cys Ser Phe Val Pro Leu Asp Ala Glu Gly Asn Pro Ala Leu Glu Phe 
65 70 75 80 

Val Val Ala Glu lie Lys Arg Ser Ser Pro Leu Val Thr Pro Ser lie 

85 90 95 

Ala Lys Pro Ala Thr Glu Val Ser Glu Glu Asn Lys Asp Phe Gin Leu 

100 105 110 

Lys Leu Asn Gly Ala Tyr Arg Phe Asp Asn Phe lie Glu Gly Pro Ser 

115 120 125 

Asn Gin Phe Val Lys Ser Ala Ala Leu Gly lie Ala Ala Arg Pro Gly 

130 135 140 

Arg Ser Tyr Asn Pro Leu Phe lie His Gly Gly Val Gly Leu Gly Lys 
145 150 155 160 

Thr His Leu Leu His Ala Val Gly His Tyr Val Arg Glu His His Lys 

165 170 175 

Asn Leu Arg lie His Cys lie Thr Thr Glu Ala Phe lie Asn Asp Leu 

180 185 190 

Val His His Leu Arg Val Lys Ser lie Asp Lys Met Lys Asn Phe Tyr 

195 200 205 

Arg Ser Leu Asp Leu Leu Leu Val Asp Asp lie Gin Phe Leu Gin Asn 

210 215 220 

Arg Gin Asn Phe Glu Glu Glu Phe Cys Asn Thr Phe Glu Thr Leu lie 
225 230 235 240 

His Leu Ser Lys Gin lie Val Val Thr Ser Asp Lys Pro Pro Gly Gin 

245 250 255 

Leu Lys Leu Ser Glu Arg lie lie Ala Arg Met Glu Trp Gly Leu Val 

260 265 270 

Ala His Val Gly Val Pro Asp Leu Glu Thr Arg Val Ala lie Leu Gin 

275 280 285 

His Lys Ala Glu Gin Lys Gly Leu Asn lie Pro Asn Glu Met Ala Phe 

290 295 300 

Tyr lie Ala Asp His Val Tyr Gly Asn Val Arg Gin Leu Glu Gly Ala 
305 310 315 320 

lie Asn Lys Leu Thr Ala Tyr Cys Leu Leu Phe Asn Lys Pro Leu Thr 

325 330 335 

Glu Thr Thr Val Arg Asp Thr Leu Lys Glu Leu Phe Arg Ala Pro Ser 

340 345 350 

Lys Gin Lys Val Ser Val Glu Ser lie Leu Lys Ser Val Ala Thr Val 

355 360 365 

Phe Gin Val Lys lie Gin Asp Leu Lys Gly Ser Ser Arg Ala Lys Asn 

370 375 380 

Val Pro Leu Ala Arg Gin Val Ala Met Tyr Leu Ala Lys Thr Leu lie 
385 390 395 400 

Thr Asp Ser Leu Val Ala lie Gly Ala Ala Phe Gly Lys Thr His Ser 

405 _ 410 415 

Thr Val Leu Tyr Ala Cys Lys Thr lie Glu Gin Lys lie Glu Lys Asp 

420 425 430 

Ala Leu Leu Lys Asn Gin lie Ser Leu Cys Lys Asn Asn lie Ala lie 

435 440 445 

Asp Ser Pro Gin His Phe Val 
450 455 



(2) INFORMATIONS POUR LA SEQ ID NO: 164: 

(1) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 134 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement ( 168848 .. 1 69 24 9 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 164: 



Arg 


Asn 


Pro 


Asn 


Gly 


Arg 


Arg 


A.r g 


He 


A T~CT 


Asp 


lie 


Ala 


Lys 




A 1 Pi 


1 








5 • 










10 










15 




Gin 


He 


Leu 


Asp 


Met 


Thr 


Pro 


Lys 


Pro 


Ser 


Ala 


Leu 


Ser 


Thr 


Leu 


Met 








20 










25 










30 






Gin 


Thr 


Asn 


Lys 


Lys 


Thr 


Cys 


Trp 


Ala 


Ser 


Phe 


Ser 


Pro 


Pro 


Thr 


Asn 






35 










40 










45 








Phe 


His 


Lys 


Gin 


Arg 


Phe 


Ser 


Thr 


Pro 


Tyr 


Leu 


Val 


Pro 


Ser 


Leu 


Gly 




50 










55 










60 










Ser 


Pro 


Asp 


Lys 


Gin 


Asp 


Gin 


Asp 


Met 


Glu 


Lys 


He 


Ser 


Ser 


Tyr 


Leu 


65 










70 










75 










80 


Lys 


Val 


Leu 


Thr 


Arg 


Gly 


Lys 


Phe 


Ser 


Tyr 


Arg 


Ser 


Thr 


Ala 


Asp 


Thr 










85 










90 










95 




Leu 


Ser 


Arg 


Lys 


Asn 


Lys 


Arg 


Ser 


Ser 


Asp 


Gin 


Lys 


Arg 


Asn 


Gly 


Gin 








100 










105 










110 






His 


Phe 


Glu 


Gin 


Glu 


Glu 


Leu 


Glu 


Ala 


Glu 


Glu 


Glu 


Val 


Phe 


Ser 


Thr 






115 










120 










125 








Arg 


Arg 


His 


Ser 


He 


Ala 























130 



(2) INFORMATIONS POUR LA SEQ ID NO : 165: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 282 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 169586 17 043 1 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 165: 



Leu 


Leu 


Cys 


Arg 


Arg 


Phe 


Pro 


Val 


Thr 


Asp 


Ser 


He 


Pro 


His 


He 


Pro 


1 








5 










10 










15 




Val 


Leu 


Val 


Lys 
20 


Glu 


Ser 


Leu 


Ser 


Leu 
25 


Phe 


Arg 


Gly 


Arg 


Asn 
30 


Pro 


Val 


Val 


Phe 


Cys 
35 * 


Asp 


Val 


Thr 


Val 


Gly 
40 


Ala 


Gly 


Gly 


His 


Ala 
45 


Glu 


Ala 


Phe 


Leu 


Thr 
50 


Glu 


Phe 


Pro 


Ser 


He 
55 


Glu 


Arg 


Tyr 


Asp 


Gly 
60 


Ser 


Asp 


Arg 


Asp 


Leu 


Ser 


Ala 


Leu 


Ala 


Leu 


Ser 


Glu 


Asn 


Arg 


Leu 


Leu 


Pro 


Phe 


Lys 


Asp 


65 










70 










75 










80 


Arg 


Val 


Arg 


Leu 


Arg 
85 


His 


Ala 


Ser 


Phe 


Glu 
90 


Glu 


Val 


Asp 


Thr 


Leu 
95 


Thr 


Ser 


Asp 


Gly 


Thr 
100 


Tyr 


Asp 


Gly 


Val 


Leu 
105 


Ala 


Asp 


Leu 


Gly 


Val 
110 


Ser 


Ser 


Met 


Gin 


Leu 
115 


Asn 


Asn 


Leu 


Glu 


Arg 
120 


Gly 


Phe 


Ser 


Phe 


Gin 
125 


Gly 


Glu 


Asp 


His 


Pro 
130 


Leu 


Asp 


Met 


Arg 


Met 
135 


Asp 


Thr 


Ser 


Arg 


Gly 
140 


Met 


Thr 


Ala 


Ser 
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Glu 


Val 


Leu 


Asn 


Ser 


Leu 


Arg 


VjaU 


pin 


C 1 1 1 
blU 


x x e 




CjXU 


lie 


Phe 


Arg 


145 










150 










i j j 










X D U 


Asn 


Tvr 
j -j j ~ 


Glv 


Glu 


Glu 


Pro 


Leu 




r^. i. y 




Ala 
nla 


Ala 


Ala 


Ala 


val 


val 










165 










17 0 










iTt; 
1 / .3 




His 


Phe 


Arg 


Lys 


Lys 


i_i_y o 


Lys 


1 -L fc: 


Leu 


xnr 


vax 


Lys 


Asp 


Leu 


Lys 


Asp 








180 










J. O _) 










1 Q Ci 

x y u 




Ala 


Thr 


Ser 


Gly 


Val 


Phe 


XT L \J 


Q e± v 


xyr 


Arg 


Leu 


Arg 


Lys 


Lys 


He 


His 






195 










2 00 










one; 








Pro 


Leu 


Thr 


Leu 


He 


Phe 


Gin 


Ala 


Leu 


Arg 


He 


Tyr 


Val 


Asn 


Gin 


Glu 




210 










215 










220 










Gly 


Ala 


Gin 


Leu 


Lys 


Val 


Leu 


Leu 


Asp 


Ser 


Ala 


Phe 


Arg 


Trp 


Leu 


Arg 


225 










230 










235 










240 


Pro 


Gly 


Gly 


Arg 


Leu 


Ala 


Val 


He 


Ser 


Phe 


Cys 


Ser 


Leu 


Asp 


Asp 


Arg 










245 . 










250 










255 




Pro 


Val 


Lys 


Trp 


Ala 


Phe 


Arg 


Glu 


Ala 


Glu 


Ala 


Arg 


Gly 


Leu 


Gly 


Lys 








2 60 










265 










270 




He 


Leu 


Thr 


Lys 


Lys 


Val 


He 


Met 


Pro 


Ser 















275 280 



(2) INFORMATIONS POUR LA SEQ ID NO : 166: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 185 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 17 078 0 17 13 3 4 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 166: 



Leu 


Met 


Asn 


His 


Arg 


Arg 


Gin 


Leu 


Thr 


Leu 


He 


Val 


Val 


Gly 


Val 


Leu 


1 








5 










10 








15 




Ser 


Leu 


Tyr 


Ala 


Leu 


Leu 


He 


Val 


Arg 


Tyr 


Tyr 


Lys 


He 


Gin 


lie 


Cys 








20 










25 










30 




Asp 


Gly 


Glu 


Arg 


Trp 


Ala 


Val 


Glu 


Ala 


Ala 


Asn 


Gin 


His 


Glu 


Phe 


Arg 






35 










40 










45 






Val 


Lys 
50 


Asp 


Pro 


Phe 


Gin 


Arg 
55 


Gly 


Thr 


Phe 


Phe 


Ala 
60 


Asn 


Thr 


Ser 


Leu 


Arg 


Lys 


Gly 


Glu 


Lys 


Glu 


Gin 


Phe 


His 


Pro 


Leu 


Ala 


He 


Asp 


He 


Thr 


65 










70, 










75 








80 


Lys 


Phe 


His 


Leu 


Cys 


Leu 


Asp 


Ala 


Val 


Val 


He 


Pro 


Glu 


Glu 


Tyr 


Arg 










85 










90 










95 


Asp 


Glu 


He 


Ala 
100 


Arg 


Met 


Val . 


Val 


Val 
105 


Met 


Val 


Gly 


Glu 


Gly 
110 


Asp 


Tyr 


Gin 


Ser 


He 
115 


Arg 


Ser 


Glu 


Phe 


Asp 
120 


Arg 


Lys 


Ser 


Arg 


Tyr 
125 


Arg 


Lys 


Leu 


Tyr 


Val 
130 


Ser 


Leu 


Asp 


Val 


Ser 
135 


He 


Arg 


Asp 


Arg 


He 
140 


Leu 


Ser 


Trp 


Trp 


Lys 


Pro 


Tyr 


Ala 


Val 


Lys 


His 


Lys 


He 


Pro 


Ser 


Asn 


Ala 


Leu 


Phe 


Phe 


145 










150 










155 










160 


He 


Ser 


Asp 


Tyr 


Gin 
165 


Arg 


Ser 


Tyr 


Pro 


Phe 
170 


Gly 


Lys 


Leu 


Leu 


Gly 
175 


Gin 


Val 


Leu 


His 


Thr 


Ser 


Gly Asp 


Lys 


Arg 

















180 185 
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(2) INFORMATIONS POUR LA SEQ ID NO: 167: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 348 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 171333 17237 6 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 167: 

Asp Glu Lys Ser Gly Glu Ala Phe Pro Thr Gly Gly Leu Glu Ala Tyr 

15 10 15 

Phe Asn Arg Leu Leu Glu Gly Glu Asn Gly Glu Arg Lys Leu Leu Arg 

20 25 30 

Ser Pro Leu Asn Arg Leu Asp Val Asp Lys Val Thr Lys lie Pro Arg 

35 40 45 

Asp Gly Ser Asp lie Tyr Leu Thr lie Asp Ala Asn Val Gin Thr lie 

50 55 60 

Ala Glu Gin Glu lie Ala Leu Gly Val Leu Glu Ala Lys Ala Arg Ser 
65 70 75 80 

Gly Arg Ala lie Val Leu Asn Ser His Thr Gly Glu lie Leu Ala Leu 

85 90 95 

Ala Gin Tyr Pro Phe Phe Asn Pro Arg Glu Tyr Arg Glu Tyr Phe Asn 

100 105 110 

Cys Asn Asp Arg lie Glu Asp Thr Lys Val Lys Ala Val Ser Asp Val 

115 • - 120 125 

Phe Glu Pro Gly Ser lie Met Lys Pro lie Thr Val Ala lie Ala Leu 

130 135 140 

Leu Ala Asn Glu Glu Met Gin Lys Arg Ala Gly Glu Asn Leu Phe Asp 
145 150 155 160 

Pro Tyr Glu Pro Leu Asp Val Ser Arg Arg Val Phe Pro Gly Arg Gin 

165 170 175 

Lys Met Pro Leu Lys Asp lie Val Ser Asn Arg Tyr Leu Asn Met Tyr 

180 185 190 

Met Ala lie Gin Lys Ser Ser Asn Val Tyr Met Ala Gin Leu Ala Asp 

195 200 205 

Arg lie Val Gin Lys Leu Gly Ala Asp Trp Tyr Glu Gin Arg Leu Gin 

210 215 220 

A.sp Phe Gly Phe Gly Lys Arg Thr Gly lie Glu Leu Pro Ala Glu Ala 
225 230 235 240 

Val Gly Leu Val Pro Ser Arg Lys Arg Phe His Lys Asn Gly Ser Pro 

245 250 255 

Glu Trp Ser Leu Ser Thr Pro Tyr Ser Leu Ala Met Gly Tyr Asn Leu 

260 265 270 

Leu Ala Thr Ser Met Gin Met Val Gin Ala Tyr Ala Val Phe Gly Asn 

275 280 285 

Gly Gly Phe Leu lie Arg Pro Thr Leu Val Arg Lys lie Val Ser Pro 

290 295 300 

Ser Gly Glu Glu Lys lie Leu Ser Ser Asn Pro Lys Lys lie Arg Val 
305 • 310 315 320 

Leu Ser Glu Lys lie Val Ala Gly Cys Cys Ser Cys Tyr Ala Phe His 

325 330 335 

Asn Met Phe Arg Arg Asp Gly Asp Ser Cys Cys Tyr 
340 345 
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(2) INFORMATIONS POUR LA SEQ ID NO; 168: 

(i) CARACTER I STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 138 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaife 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 1723 09 172722 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 168: 

Leu Gin Asp Val Val Arg Ala Met Arg Phe Thr Thr Cys Leu Gly Gly 

1 5 10 15 

Thr Gly lie Arg Ala Ala Thr Lys Gly' Tyr Ser Ser Ala Gly Lys Thr 

20 25 30 

Gly Thr Thr Glu Lys Leu Val Asp Gly Lys Tyr Asp Lys Lys Arg His 

35 40 45 

lie Ala Ser Phe lie Gly Leu Thr Pro lie Ala Ala Leu Ser Asp Thr 

50 55 60 

Ala Val Pro Leu Val lie Leu Val Ser lie Asp Asp Pro Ala Tyr Gly 
65 70 75 80 

Val Arg Glu Asp Arg Thr Lys Asn Tyr Met Gly Gly Arg Cys Ala Ala 

85 90 95 

Pro Val Phe Ser Arg lie Ala Ser Arg Val Leu Pro Tyr Leu Gly Val 

100 105 110 

Pro Leu Asp Glu Gin Leu His Thr Tyr Arg Glu Glu Val Ser Gin Leu 

115 120 125 

Lys Leu Leu Tyr Glu Glu Trp Asn Arg Lys 
130 . 135 



(2) INFORMATIONS POUR LA SEQ ID NO : 169: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 483 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui - 



(Viii) POSITION DANS LE GENOME: 173 048 1744 9 6 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 169: 

Met His Leu Asp Gin Leu Leu Arg Asn lie Pro Ala Lys lie Tyr Gly 

15 10 15 

Lys Val Glu Ser lie Pro Val Arg Asn Leu Thr Arg Asp Ser Arg Cys 

20 25 30 

Val Gly Val Gly Asp lie Phe lie Ala Arg Gin Gly Gin Phe Cys Asn 

35 40 45 

Gly Asn Asp Tyr Ser Ser Gin Ala Val Ala Asn Gly Ala lie Ala Val 

50 55 60 

Leu Ser Ser Leu Tyr Asn Pro Phe Leu Ser Val Val Gin lie lie Ala 
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65 

Glu Asp Pro lie Ala 
85 

Asn Pro Ser Lys His 
10 0 

Lys Thr Thr Val Ser 
115 

lie Arg Thr Gly Leu 
130 

Arg lie Val Asp Ser 
145 

Tyr Phe Ala Glu Met 
165 

Val Ser Ser He Gly 
180 

Leu Ala Gly Val Leu 
195 

Gly Ser Leu Glu Glu 
210 

Leu Pro Glu Lys Gly 
225 

Pro Ser Phe Leu Asn 
245 

His Gin Glu Ala Asp 
260 

Gly Ser Ser Tyr Asp 
275 

Thr Ser Leu He Gly 
290 

Ala Val Val His Gin 
305 

Asp Val Arg Phe Leu 
3 25 

Leu Gly Pro Phe Pro 
340 

Leu Asp Asn Val Cys 
355 

Arg Leu He He Val 
370 

Arg Pro Leu Met Ala 
385 

Thr Ser Asp Asn Pro 
405 

He Cys Lys Gly Phe 
420 

Lys Leu Ala He Glu 
435 

Val Leu Val Ala Gly 
450 

Gin Thr He Val Phe 
465 

Ala Leu Cys 



n n 










/ D 


Leu 


pin 
b 1 U 


a la 


Ser 


Leu 


ai a 
Ala 










q n 
y u 




Leu 


Asp 


vai 


lie 


P 1 t r 


lie 








1 U 3 






Cys 


Leu 


vai 


Arg 


pin 

bill 


Leu 






ion 








lie 


P 1 x r 

biy 


inr 


lie 


P 1 1 1 
blU 


HIS 




1 7 ^ 

1 J J 










Phe 


mv, ■>- 

mr 


rpv-i -v- 

inr 


Pro 


Asp 


Ala 


*i c n 
IbU 










-ice 


Val 


Lys 


ply, 

bin 


Asn 


Leu 


Ser 










1 / u 




Met 


Ala 


Leu 


plia- 
bly 


Arg 


val 








i *m 

lO J 






inr 


Asn 


i le 


mr 


Ser 


Asp 






Z. \J \J 








Tyr 


lie 


Ala 


ai a 


Lys 


Lys 




Z 1 J 










lie 


Ala 


Val 


vai 


Asn 


Leu 


Tin 










Z. J _3 


vj ly 


i>er 


pi n 

bin 


nla 


Arg 


/\ 1 a 














Tyr 


Arg 


Ala 

Aid 


Asp 


Arg 


Leu 








4b U J 






T 1 Q 

116 


Trp 


Tyr 


Pl n 
bill 


biy 


L_»_y to 






0 AO 

/L O \J 








Pin 
blU 


nib 


Asn 


val 


iyr 


Asn 




9 9 ^ 










Jrne 


Leu 


biy 


bly 


Asp 


xrxie 


JlU 










Jl J 


Ser 


Aia 


Pro 


Lys 


pi u 

biy 


Arg 










Tin 
J J u 




val 


Tyr 


i ie 


Asp 


Tyr 


Ala 








J 41 D 






Arg 


lie 


Leu 


Leu 


bin 


Leu 






Ten 








Phe 


Gly 


Cys 


P 1 i r 

Cj j y 


P T i r 

biy 


Asp 














juys 


vai 


Ser 


blU 


HIS 


Tyr 


-ion 

J y u 










j y -j 


Arg 


Thr 


Glu 


Asp 


Pro 


Asp 










410 




Ser 


Thr 


Asp 


His 


Tyr 


Val 








425 






Lys 


Ala 


He 


Ser 


Met 


Ala 






440 








Lys 


Gly 


His 


Glu 


Gly 


Tyr 




455 










Asp 


Asp 


Arg 


Glu 


Val 


Val 


470 










475 



80 

Ala Arg Phe Tyr Asn 
95 

Thr Gly Thr Asn Gly 
110 

Met Glu Arg Ser Gly 
125 

He Leu Gly Glu Asn 
140 

He Leu Leu Gin Lys 
160 

Ala Ala Val Met Glu 
175 

Arg Glu Thr Glu Phe 
190 

His Leu Asp Phe His 
205 

(Gin Phe Phe Ala Ser 
220 

Asp Cys Glu Tyr Ala 
240 

Val Ser Tyr Ala He 
255 

Lys Leu Tyr Ser Ser 
270 

Val Phe Pro Cys Glu 
285 

Val Leu Ala Ser Leu 
300 

Ala Asp Leu Vai Arg 
320 

Leu Asp Pro He Leu 
335 

His Thr Pro Asp Ala 
350 

Leu Pro Lys Tyr Gly 
365 

Arg Asp Arg Val Lys 
380 

Gly Phe Ser Phe Val 
400 

Gin He He Ala Asp 
415 

Val Glu Ser Asp Arg 
430 

Ser Asp Lys Asp He 
445 

Gin He Phe Lys His 
460 

Cys Glu Ala Leu Ala 
480 



(2) INFORMATIONS POUR LA SEQ ID NO : 17 0: 



(i) CARACTERI STIQUES DE LA SEQUENCE : 
(A) LONGUEUR: 19 0 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 1743 9 9 174 9 68 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 170: 



LeU 


Arg 


Glu 


Arg 


Asp 


Met 


Arg 




Tip 
11c 


Arg 


Q (-> -y~ 


L 


Asn 


jl i e 


Arg 


Arg 


1 








5 










10 










1 s 

.L -J 




Leu 


Ser 


Leu 


Met 


He 


Glu 


Arg 


Leu 


Cys 


v a. l 


Lys 


Prn 

tr X. w 


Trp 


l» j.n 


Pro 


ir ne 








20 


























Vai 


Asn 


Leu 


inr 


Leu 


Leu 


Leu 


Leu 


Leu 


Leu 


inr 


Leu 


Ser 


Ser 


Pro 


Val 






35 










40 










45 








Ser 


Cys 


Phe 


Ala 


Asp 


Ala 


Ala 


Gly 


He 


Pro 


Lys 


Val 


Ser 


Arg 


Asn 


Glu 




50 










55 










60 










Leu 


He 


Val 


He 


Asp 


Pro 


Gly 


His 


Gly 


Gly 


Lys 


Asp 


Glu 


Gly 


Thr 


Ala 


65 










70 










75 










80 


Asp 


Lys 


Glu 


Leu 


Arg 


Tyr 


Lys 


Glu 


Lys 


Thr 


Leu 


Ala 


Leu 


Ser 


He 


Ala 










85 










90 










95 




Leu 


Ser 


Val 


Gin 


Gly 


Cys 


Leu 


Arg 


Arg 


Met 


Gly 


Tyr 


Lys 


Thr 


He 


Met 








100 










105 










110 






Thr 


Arg 


Ala 


Thr 


Asp 


Val 


Tyr 


Val 


Asp 


Leu 


Ser 


Lys 


Arg 


Ala 


Ala 


He 






115 










120 










125 








Ala 


Asn 


Gin 


Asn 


Lys 


Ala 


Asp 


Val 


Phe 


Val 


Ser 


He 


His 


Cys 


Asn 


His 




130 










135 










140 










Ser 


Ser 


Asn 


Thr 


Ser 


Ala 


Leu 


Gly 


Thr 


Glu 


He 


Tyr 


Phe 


Tyr 


Asn 


Asp 


145 










150 










155 










160 


Lys 


Asn 


He 


Leu 


Arg 


Thr 


Arg 


Lys 


Ser 


Glu 


Ser 


Leu 


Gly 


Lys 


Arg 


Ser 










165 










170 










175 




Trp 


Leu 


Leu 


Cys 


Lys 


Lys 


Met 


Glu 


Leu 


Tyr 


Ala 


Asn 


Val 


Lys 












180 










185 










190 







(2) INFORMATIONS POUR LA SEQ ID NO: 171: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 100 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui _ 



(viii) POSITION DANS LE GENOME: 17 541 1 . . 17 57 1 0 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 171: 

Met Ala Thr" Met Thr Lys Lys Lys Leu He Ser Thr He Ser Gin Asp 

15 10 15 

His Lys He His Pro Asn His Val Arg Thr Val He Gin Asn Phe Leu 

20 25 30 

Asp Lys Met Thr Asp Ala Leu Val Gin Gly Asp Arg Leu Glu Phe Arg 

35 40 45 

Asp Phe Gly Val Leu Gin Val Val Glu Arg Lys Pro Lys Val Gly Arg 

50 55 . 60 

Asn Pro Lys Asn Ala Ala Val Pro He His He Pro Ala Arg Arg Ala 
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65 70 75 80 

Val Lys Phe Thr Pro Gly Lys Arg Met Lys Arg Leu lie Glu Thr Pro 
85 90 95 

Thr Lys Ser Ser 
100 



(2) INFORMATIONS POUR LA SEQ ID NO: 172: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 43 2 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 17 57 14 177 00 9 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 172: 



O /-\ >-- 


Q o T~ 
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Leu 


Phe 
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Leu 


Leu 


Ser 


He 


Val 


Glu 


Ser 


Gly 


Phe 
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X Zj 
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V Ct J. 
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Lys 


Leu 


Asp 


Ser 


r.vs 


Phe 


Pro 


Gin 


Asp 


xy x 


Phe 


Leu 


Pro 








z u 










0 K 
Z D 










-J u 






Leu. 


Asp 


Val 


Pho 






Tin y- 

X HX 


Mot" 




val 


Glu 


■JCl 


Pin 

u xxi 


Leu 


Gly 


T .01 1 






~> tr 
J b 




























Glu 


Asp 


Val 


Leu 


Glu 


Ala 


Phe 


Ser 


Glu 


Arg 


Asn 


Phe 


Asp 


He 


Gin 


Ser 




50 










55 










60 










Lys 


Ser 


Leu 


He 


Glu 


Ser 


Phe 


Gin 


Asp 


Lys 


Lys 


Leu 


Arg 


Arg 


Thr 


Val 


65 










70 










75 










80 


lie 


Gin 


Arg 


Phe 


Leu 


His 


His 


Pro 


Leu 


Leu 


His 


He 


His 


Asp 


He 


Ala 










85 










90 










95 




Arg 


Ala 


Ala 


Tyr 


Leu 


Leu 


Ala 


Ala 


Leu 


Glu 


Glu 


Gly 


Val 


Asp 


Leu 


Gly 








100 










105 










110 






Tyr 


Gin 


Phe 


Leu 


Cys 


Met 


His 


Gin 


Thr 


Gin 


Ser 


Gly 


Ala 


Ala 


Leu 


Leu 






115 










120 










125 








Phe 


Arg 


Arg 


Ala 


Gly 


Phe 


Leu 


Trp 


Gly 


Gly 


Leu 


Pro 


Tyr 


Pro 


Gly 


Glu 




130 










135 










140 










His 


Ala 


Glu 


Met 


Ala 


Met 


Leu 


Leu 


Ser 


Arg 


He 


Ala 


Glu 


Phe 


Tyr 


Asp 


145 










150 










155 










160 


Thr 


Ser 


Tyr 


GlU 


Gin 


Val 


Gin 


Lys 


Met 


He 


Ala 


Phe 


Gin 


His 


Ala 


Leu 










165 










170 










175 




Phe 


Ser 


His 


GlU 


Arg 


Asn 


lie 


Phe 


Pro 


Ala 


Leu 


Trp 


Ser 


Gin 


Glu 


Gly 








180 










185 










190 






Ser 


Arg 


Ser 


Asn 


Gin 


Glu 


Lys 


Thr 


Ala 


Val 


Ser 


Lys 


Leu 


Leu 


Phe 


Cys 






195 










200 










205 








Gin 


Lys 


Glu 


Ala 


Arg 


He 


Glu 


Asp 


Gin 


Phe 


Thr 


Leu 


Thr 


Asp 


Met 


Ser 




210 










215 










220 










Leu 


Gly 


Phe 


Trp 


Met 


Arg 


Arg 


Thr 


Pro 


Ser 


Phe 


Ser 


Ala 


Tyr 


Val 


Ser 


225 










230 










235 










240 


Gly 


Ser 


Gly 


Cys 


Lys 


Ser 


Gly 


Val 


Gly 


Ala 


Phe 


Leu 


He 


Gly 


Asp 


Val 










245 










250 










255 




Gly 


Val 


Leu 


Asn 


Tyr 


Gly 


Pro 


Cys 


Val 


Gly 


Asp 


Pro 


Gly 


Glu 


Cys 


Leu 








260 










265 










270 






Gly 


Phe 


Gly 


Leu 


Cys 


Gly 


Gin 


Val 


Lys 


Glu 


Phe 


Ser 


Cys 


Gin 


Glu 


Lys 






275 










280 










285 








Asp 


Glu 


Glu 


Val 


Ser 


He 


Ser 


Phe 


Ala 


Gly 


Ala 


Leu 


Ser 


Gin 


Pro 


Ser 



290 295 300 
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Ser Arg Arg Thr 
305 

Asn Ser Cys Tyr 

Ser Ser Leu Asp 
340 

Lys Gly Ser Gin 
355 

Ser Pro Asp Ser 
370 

Glu Lys Glu Thr 
385 

Phe Ser Leu Gin 

Asn Leu Pro Tyr 
420 



Gly Phe Ser Tyr 
310 

Arg lie Asp lie 
325 

Arg Glu Asn Gin 

Cys Gin Val Cys 
360 

Tyr Lys Gly Pro 
375 

Val Arg lie Leu 
390 

Gly Lys Asp Arg 
405 

Thr Gin Asn Ser 



Leu Gin Asp Ala 
315 

Thr Glu Gin Lys 
330 

Asp Ala Phe Phe 
345 

Asn Gly Pro Lys 

Ala Tyr Asp Val 
380 

Ser Ser Ser Pro 
395 

Phe Trp Gly Ser 
410 

lie Asn lie Leu 
425 



Leu Phe Ser Thr 
320 

Cys His Val Ala 
335 

Ala lie Phe Cys 
350 

Leu Arg Thr Gly 
365 

Leu lie Lys Gly 

His Met Glu He 
400 

Asn Phe Leu He 
415 

Phe Glu Lys Ala 
430 



(2) INFORMATIONS POUR LA SEQ ID NO: 173: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 231 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : 177423 .. 178 1 15 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 173: 



Ser 


Cys 


Ser 


Cys 


Arg 


Arg 


Phe 


Ala 


Lys 


He 


Gin 


Xaa 


Gin 


Arg 


Phe 


Met 


1 








5 










10 










15 




Leu 


He 


Gly 


Gin 


Glu 


Lys 


Gly 


Cys 


Asp 


Thr 


Lys 


Ser 


Arg 


Met 


His 


Arg 








20 










25 










30 






Asn 


Phe 


Gly 


Met 


Leu 


Cys 


Pro 


Glu 


Gly 


Phe 


Arg 


Lys 


Ala 


Leu 


Arg 


Leu 






35 










40 










45 








Ala 


Lys 


Met 


Ala 


Glu 


Lys 


Phe 


Gly 


Leu 


Pro 


He 


He 


Phe 


Leu 


Val 


Asp 




50 










55 










60 










Thr 


Pro 


Gly 


Ala 


Phe 


Pro 


Gly 


Leu 


Thr 


Ala 


Glu 


Glu 


Arg 


Gly 


Gin 


Gly 


65 










70 










75 










80 


Trp 


Ala 


He 


Ala 


Thr 


Asn 


Leu 


Phe 


Glu 


Leu 


Ala 


Arg 


Leu 


Ala 


Thr 


Pro 










85 










90 










95 




lie 


He 


Val 


He 


Val 


He 


Gly 


Glu 


Gly 


Cys 


Ser 


Gly 


Gly 


Ala 


Leu 


Gly 








100 










105 










110 






Met 


Ala 


He 


Gly 


Asp 


Val 


Val 


Ala 


Met 


Leu 


Glu 


His 


Ser 


Tyr 


Tyr 


Ser 






115 










120 










125 








Val 


He 


Ser 


Pro 


Glu 


Gly 


Cys 


Ala 


Ser 


He 


Leu 


Trp 


Lys 


Asp 


Pro 


Lys 




130 










135 










140 










Lys 


Asn 


Ser 


Asp 


Ala 


Ala 


Ala 


Met 


Leu 


Lys 


Met 


His 


Gly 


Glu 


Asp 


Leu 


145 










150 










155 










160 


Lys 


Gly 


Phe 


Ala 


He 


Val 


Asp 


Ala 


Val 


He 


Lys 


Glu 


Pro 


He 


Gly 


Gly 










165 










170 










175 




Ala 


His 


His 


Asn 


Pro 


Ala 


Ala 


Thr 


Tyr 


Arg 


Ser 


Val 


Gin 


Glu 


Tyr 


Val 








180 










185 










190 






Leu 


Gin 


Glu 


Trp 


Val 


Lys 


Leu 


Lys 


Asp 


Leu 


Pro 


Val 


Glu 


Glu 


Leu 


Leu 






195 










200 










205 








Glu 


Lys 


Arg 


Tyr 


Gin 


Lys 


Phe 


Arg 


Thr 


He 


Gly 


Leu 


Tyr 


Glu 


Thr 


Ser 
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210 215 220 

Ser Glu Ser Asp Ser Glu Ala 
225 230 



(2) INFORMATIONS POUR LA SEQ ID NO: 174: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 594 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire. 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 178240 .. 180021 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 174: 

Phe Gly Lys Gin Glu Gly Ala Ser Leu Val Lys Arg Lys Glu Leu Ser 

15 10 15 

Lys Asp Gin Leu Leu Glu Gin Trp Asp Asn lie Val Gly Glu Gly Asp 

20 25 30 

Thr Leu Ser Leu Pro Gin Ala Asn Ala Tyr lie Ala Lys His Ser Gly 

35 40 45 

Gly Ser Gin Ser lie Thr Lys Arg Leu Ser Ala Tyr Leu Ser Gly Cys 

50 55 60 

Phe Asp Phe Ser Arg Leu Gin Cys Leu Ala Leu Phe Leu Val Val Val 
65 70 75 80 

Ala lie Leu Lys Ser Thr Thr Leu Phe Phe Gin Arg Phe Leu Ala Gin 

85 90 95 

Leu lie Ala lie Arg Val Ser Cys Ser Leu Arg Lys Asp Tyr Phe Leu 

100 105 110 

A.la Leu Gin Thr Leu Pro Met Thr Phe Phe His Ala His Asp Met Gly 

115 120 125 

Asn Leu Ser Ser Arg Val lie Ala Asp Ser Ser Met lie Ala Leu Ala 

130 135 140 

lie Asn Ala Leu Met Val Asn Tyr lie Gin Ala Pro lie Thr Met Thr 
145 150 155 160 

Leu Ala Leu Val Val Cys Leu Ser lie Ser Trp Lys Phe Cys Ala Cys 

165 170 175 

Val Cys Leu Ala Phe Pro lie Phe lie Leu Pro lie Val lie lie Ala 

180 185 190 

Lys Lys Val Lys Ala Leu Ala Lys Arg lie Gin Lys Ser Gin Asp His 

195 200 205 

Ser Ala Ala Ala Leu Leu Asp Phe Leu Leu Gly lie Leu Thr Val Lys 

210 215 220 

Val Phe Arg Thr Glu Gin Phe Ser Phe Ser Lys Tyr Cys Gin Lys Asn 
225 230 235 240 

Asp Glu lie Ala Arg Leu Glu Glu Arg Ser Ala Val Tyr Ser Leu lie 

245 250 255 

Pro Arg Pro Leu Leu His Thr lie Ala Ser Leu Phe Phe Ala Leu Val 

260 . 265 270 

lie Met lie Gly Leu Tyr His Phe His lie Pro Pro Glu Glu Leu Val 

275 280 285 

Val Phe Cys Gly Leu Leu Tyr Leu lie Tyr Asp Pro lie Lys Lys Phe 

290 295 300 

Ala Asp Glu Asn Ala Asn lie Met Arg Gly Cys Ala Ala Ala Glu Arg 
305 310 315 320 
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Phe Tyr Glu Val 

Lys Leu Asn Glu 
340 

Val Ser Phe Gly 
355 

Leu Val Leu Lys 
370 

Ser Gly Lys Ser 
385 

Ser His Gly Glu 

Lys Asn Ser Leu 
420 

Leu Phe Tyr Asp 
435 

Leu Glu Glu Glu 
450 

Phe Val Ser Lys 
465 

Gly Lys Asn Leu 

Ala Leu Leu His 
500 

Ala Leu Asp Ala 
515 

Leu Lys Gly Arg 
530 

Leu Glu Tyr Val 
545 

Ala Glu Gly Thr 

Arg Met Trp Val 
580 

Val Lys 



Leu Asp Leu Ala 
325 

Phe Gin Gly Leu 

Tyr Val Glu Asp 
360 

Lys Gly Glu Ala 
375 

Thr lie Ala Lys 
3 90 

Leu Leu lie Asp 
405 

Arg Lys His lie 

Thr Val Trp Asn 
440 

Val Phe His Ala 
455 

Met Pro Gin Gly 
470 

Ser Gly Gly Gin 
485 

Asn Thr Ser lie 

lie Ser Glu Asn 
520 

Cys Thr Gin lie 
535 

Asp Arg lie Val 
550 

Lys Glu Glu Leu 
565 

Leu Ser Gly Ala 



Lys Gin Gin Ser 
330 

Gin His Ser lie 
345 

Ser Pro Val Leu 

He Gly He Val 
380 

Leu Leu Pro Arg 
395 

Ser Leu Pro He 
410 

Gly Cys Val Leu 
425 

Asn Leu Thr Cys 

Leu Lys Gin Ala 
460 

Val His Ser Leu 
475 

Gin Gin Arg Leu 
490 

Leu Leu Leu Asp 
505 

Tyr Val Lys Glu 

He He Ala His 
540 

Tyr Leu Glu Gin 
555 

Leu Asp Ser Cys 
570 

Lys Asp Trp Glu 
585 



Asn Val Ser Glu 
335 

Gin Phe Cys Asn 
350 

Ser Asp Phe Asn 
365 

Gly Pro Thr Gly 

Leu Tyr Glu Val 
400 

Gin Ser Tyr Cys 
415 

Gin His Pro Phe 
430 

Gly Arg Thr Phe 
445 

His Ala Tyr Glu 

Leu Glu Glu Ser 
480 

Thr He Ala Arg 
495 

Glu Ala Thr Ser 
510 

He Val Gly Gin 
525 

Lys Leu Ser Thr 

Gly Lys Lys He 
560 

Pro Ala Phe Gin 
575 

Leu Asn Ala Val 
590 



(2) INFORMATIONS POUR LA SEQ ID NO: 17 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 219 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 180048 180704 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 17 5: 

Gin Lys Lys Pro Leu Thr Ser Leu Leu Ser Asp Gly Lys Leu Phe Leu 

1-5 10 15 

His Tyr Gly Arg Leu Val Val Met Phe Lys Leu Leu Leu He Phe Ala 

20 25 30 

Asp Pro Ala Glu Ala Ala Arg Thr Leu Ser Leu Phe Pro Phe Ser Leu 

35 40 45 

Asn Lys Glu Asn Phe Tyr Thr Tyr His Thr Glu Asn Val Leu Leu Asp 
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50 55 60 

Val Met Val Leu Lys Thr Trp Gly Tyr Arg Gly Val Val Gin Ala Leu 
65 70 75 80 

Ser Pro Pro Pro Ser Gly Tyr Asp Leu Trp lie Asn Ala Gly Phe Ala 

85 90 95 

Gly Ala Ala Asn Pro Asn lie Pro Leu Leu Lys Thr Tyr Thr lie Thr 

100 105 110 

Ser Val Lys Glu Leu Thr Pro Thr Thr Ser Val Glu Glu Glu Leu Glu 

115 120 125 

Val Thr Pro lie Pro Arg Leu Pro Leu Ala Gin Leu Thr Ser Val Arg 

130 135 140 

Ser Pro Tyr Arg Asp Gly Phe His Glu His Leu Gin Leu Val Asp Met 
145 150 155 160 

Glu Gly Phe Phe lie Ala Lys Gin Ala Ser Leu Val Ala Cys Pro Cys 

165 170 175 

Ser Met lie Lys Val Ser Ser Asp Tyr Thr Thr Arg Glu Gly Gin Asp 

180 185 190 

Phe Leu Lys Asn Asn Lys Val Lys Leu Ser Gin Lys Leu Ala Glu Ala 

195 200 205 

lie Phe Pro lie Tyr Ser Ser Phe lie Asp Val 
210 215 



(2) INFORMATIONS POUR LA SEQ ID NO: 17 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 56 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement { 18 063 1 18 13 9 8 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 176: 

Met Thr Phe Ser Ala Ala Phe Ser Pro Cys Pro Asn Asp lie Phe Leu 

1 5 10 15 

Phe Arg Ser Phe Leu Glu Lys His Lys Gly Phe Pro Ser Leu Arg Gin 

20 25 30 

lie Met lie Ala Asp lie Ser Ser Leu Asn Tyr Tyr Ala Leu Glu Thr 

35 40 45 

Arg Phe Pro Leu lie Lys lie Ser Ala Ser Leu Tyr Pro Gin lie Ala 

50 55 60 

Asp Ser Tyr Asp Val Leu Asn Val Gly Thr Thr Leu Gly Tyr Lys lie 
65 70 75 80 

Gly Pro Leu lie Leu Ser Lys Gin Leu Asp Ser Pro Leu Lys Ser Leu 

85 90 95 

Ala Thr Pro Gly Glu Thr Thr Thr Ala His Ala Leu Cys Arg Leu Phe 

100 105 110 

Tyr Pro Arg Ala Glu Leu Val Pro Met Lys Tyr His Glu lie lie Pro 

115 120 125 

Ala lie Leu Ser Asn Arg Val Asp Gly Gly Ala Val lie His Glu Glu 

130 135 140 

Arg Phe Ser Phe Pro Lys Asp Leu Cys lie Val Glu Asp Leu Gly Gin 
145 150 155 160 

Leu Trp Glu Lys Thr Trp His Leu Pro Leu Pro Leu Gly Cys lie Val 
165 170 175 
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lie Ser Lys Lys 
180 

Leu Gin Glu Ser 
195 

Gin Lys Ala Ser 
210 

His Phe lie Asp 
225 

lie Gly Arg Gin 



Val Ser Asp Asp 

Leu Lys Lys Ser 
200 

Glu Tyr Ser Arg 
215 

Thr Tyr Val Thr 
230 

Ala Phe Ser Thr 
245 



Asp Ser Tyr Leu 
185 

Leu Thr Asp Ser 

Asp Lys Asn Pro 
220 

Glu Glu Thr Phe 
235 

Leu Trp Thr Ala 
250 



Leu Ser His Ala 
190 

Ala Leu Ala He 
205 

Thr Thr He Gin 

Asn Leu Ser Ser 
240 

Cys Arg Asn Val 
255 



(2) INFORMATIONS POUR LA SEQ ID NO: 177: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 339 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 1813 98 1824 14 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 177: 

Phe Pro Tyr Gin He Gin Gin Asn Gin Arg Asp Thr Thr Ala Arg Leu 

15 10 15 

Leu His Leu Val Asn Arg Asp He Asp He Pro Gly Phe Gly Met Asp 

20 25 30 

Glu Glu Gin Asn He He Phe Tyr Arg Leu Val He Pro Cys Leu Lys 

35 40 .45 

Gly Glu He Asn Glu Asp Leu Leu Arg Val Tyr He Asp Thr He Lys 

50 55 60 

Leu He Cys Asp Ser Phe Phe His Ala He Gly Leu He Ser Thr Gly 
65 70 75 80 

Asn Met Asp Leu Asp Glu Leu Lys Lys Gin Ala Lys Leu Glu Asn Asn 

85 90 95 

Gin Ser Asp Gin Leu Glu Xaa Leu Glu Glu Leu Val Pro Ala Leu He 

100 105 no 

Phe Tyr Asp Thr Glu Thr Thr Gly Thr Gin He Asp Lys Asp Arg He 

115 120 125 

Val Glu Leu Ala Ala Tyr Asn Gly Thr Thr Ser Glu Ser Phe Gin Thr 

130 .135 . 140 

Leu Val Asn Pro Glu He Pro He Pro Ala Glu Ala Thr Lys He His 
145 150 1-55 160 

Gly He Thr Thr Ala Glu Val Ala Asp Ala Pro Arg Phe Pro Glu Ala 

165 170 175 

Tyr Gin. Lys Phe He Glu Phe Cys Gly Thr Asp Asn He Leu Val Ala 

180 185 190 

His Asn Asn Asn Ala Phe Asp Tyr Pro Leu Leu Val Arg Glu Cys Arg 

195 200 205 

Arg His Gly Leu S?r Glu Pro Gin Leu Arg Thr He Asp Ser Leu Lys 

210 215 ■ 220 

Trp Ala Lys Lys Tyr Arg Thr Asp Leu Pro Gin His Ser Leu Gin Tyr 
225 230 235 240 

Leu Arg Gin Val Tyr Gly Phe Glu Glu Asn Gin Ala His Arg Ala Leu 

245 250 255 

Asp Asp Val He Thr Leu Tyr Arg Val Phe Ser Ala Leu Val Gly Asp 
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260 265 270 

Leu Ser Pro Asp Gin lie Tyr Asp Leu Leu Asn Glu Thr Cys His Pro 

275 280 285 

Arg lie Phe Lys Met Pro Phe Gly Lys Tyr Lys Gly Lys Pro Leu Ser 

290 295 300 

Glu Val Pro Ser Ser Tyr lie Ala Trp Leu Gin Lys Gly Asp Tyr Leu 
305 310 315 320 

Leu Gin Pro Glu Asn Lys Glu lie Lys Ala Ala lie Glu Ala Tyr Gin 
325 330 335 



(2) INFORMATIONS POUR LA SEQ ID NO: 178: 

<i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 248 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 182 9 13 183 6 5 6 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 178: 

Met lie Val Ala Asp Phe Glu Tyr Phe Gly Leu Ser Asp Val Gly Leu 

1-5 10 15 

Val Arg His Asn Asn Glu Asp Phe Trp Gin Val Asn Tyr Asp Ser Gin 

20 25 30 

Leu lie Ala lie Ala Asp Gly Met Gly Gly His Arg Ala Gly Ala Val 

35 40 45 

Ala Ser Tyr Glu Ala Val Gly Asn Leu Met Gin Leu Val Asp Leu His 

50 55 60 

Lys Val Asp Leu Glu Arg Phe Gly Asp Glu Gin Tyr Lys Glu Ser lie 
65 70 75 80 

Lys Thr lie Val Ser Glu Val Asn Leu Leu lie Tyr Arg Gin Gly Leu 

85 90 95 

Ser Asn Glu Glu Phe Lys Gly Met Gly Thr Thr Leu Ser Cys Met Gin 

100 105 110 

Phe Arg Arg Gly Lys Ala Trp Leu Phe His Val Gly Asp Cys Arg Val 

115 120 125 

Tyr Arg Leu Arg Asn Lys Met Leu Glu Arg Leu Thr Glu Asp His Ser 

130 135 140 

Leu Ala Asn His Leu Ala Ser Arg Tyr Gly Leu Ser Lys Gin Ser Val 
145 150 155 160 

Lys Arg Tyr Pro Gly Arg Asn Val Leu Thr Asn Val Leu Gly Ser Arg 

165 170 175 

Pro His Val Ser Leu Asp lie Arg Glu Met Ser Tyr Glu Lys Glu Asp 

180 • 185 190 

Leu Phe Val Phe Cys Ser Asp Gly Leu Thr Ser Ala Val Ser Asp His 

195 200 205 

Asp Met Leu Asp lie Leu Thr Gin Thr Thr Thr Leu Glu Glu Gly Gly 

210 215 220 

Asn lie Leu lie Ser Leu Ala Asn Ser Arg Gly Gly Arg Asp Asn Ala 
225 230 235 240 

Thr Val lie Leu Val Arg Met Arg 
245 
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(2) INFORMATIONS POUR LA SEQ ID NO: 17 9 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 374 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 183 665 184786 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 179: 

Met Thr lie Tyr Leu Asp Thr Asn Ala Ser Ala Leu Leu Glu Pro Gly 

1 5 10 15 

Val Leu Met Cys Leu His Ser Leu Phe lie Gly Glu Gly Gly Phe Gly 

20 25 30 

Asn Pro Ser Ser Val His Ser Phe Gly Lys Lys Thr Lys Lys Leu Val 

35 40 45 

Lys Glu Thr Ser Thr Leu lie Glu Lys Ala Leu Gly Phe Ser His Cys 

50 55 60 

Arg Val He Tyr Thr Ser Gly Ala Thr Glu Ser Leu Asn Leu Ala He 
65 70 75 80 

Gin Asn He Pro Thr Gly Ser His Val He Thr Ser Ser Met Glu His 

85 90 95 

Pro Ala Val He Glu Pro Leu Lys Gin Ala Lys Leu Ser Val Thr Tyr 

100 105 no 

Leu Asp Pro He Pro Gly Glu Cys Val Val Ser Leu Glu Gin He Lys 

115 120 125 

Glu Ala Val Gin Ser Asp Thr Ser Ala He Val Leu Gly Trp Val Asn 

130 135 140 

Ser Glu Val Gly Val Arg He Asp Leu Glu Ala He Ala Glu Phe Ala 
145 150 155 160 

Lys Glu Arg Gin Leu Leu Leu He Val Asp Ala Thr Ala He Val Gly 

165 170 175 

Lys Glu Val He His He Pro Glu Gly Val Ser Met Val Ala Phe Ser 

180 185 190 

Gly His Lys Phe His Ala Leu Ser Gly He Gly Val Leu Leu Thr Ser 

195 200 205 

Pro Lys He Lys He Ser Pro He He Ser Gly Gly Gly Gin Gin Gly 

210 2J.5 220 

Gly He Arg Ser Gly Thr Glu His He His Gly He Ala Ser Leu Arg 
225 230 235 240 

Tyr He Phe Ser Lys Leu Leu Val Glu Gin Pro Ala He Ala Gin Thr 

245 250 255 

Met Arg Ser Tyr Arg Asp Leu Phe Glu Ser Arg He Gin Glu Ala Phe 

260 265 270 

Pro Glu Cys He Val His Cys Gin Asp Lys Pro Arg Val Ser Asn Leu 

275 280 285 

Ser Ala He Ala Phe Pro Gly Leu Glu Gly Glu Val Met Gin He Ala 

290 295 300 

Leu Asp Leu Glu Gly Val Ala Cys Gly Tyr Gly Ser Ala Cys Ser Ser 
305 310 315 320 

Gly Ala Thr Thr Val Phe Lys Ser Leu Thr Val Met Lys Val Pro Gin 

325 330 335 

Asp Leu Ala Val Ala Thr Leu Arg Phe Ser Phe Ser Tyr Leu Leu Ser 
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340 345 350 

Glu Glu Glu lie Leu Thr Ala Ala Gin Arg Val lie Arg Val Val Lys 

355 360 365 

His Leu Gin Gin Tyr Ala 
370 



(2) INFORMATIONS POUR LA SEQ ID NO : 180: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 389 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 1847 9 6 18 59 62 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 180: 



Cys lie Phe Val Gin Gly Phe Phe Ser Met Met Glu Met Ala Cys Val 

15 10 15 

Ser Phe Asn Arg Val Arg Leu Gin Tyr Tyr Leu Thr Lys Ser Asn Lys 

20 25 30 

Lys Ala Ser Tyr lie Asn Phe Leu lie Arg Arg Pro Tyr Arg Leu Phe 

35 40 45 

Gly Thr Val Met Leu Gly Val Asn lie Ala Leu Gin lie Gly Ser Glu 

50 55 60 

Ser Ser Arg Thr Cys Tyr Lys Leu Leu Gly He Ser Pro Glu Tyr Ala 
65 70 75 80 

Pro Ala Thr Gin He He Leu Val Val He Phe Ala Glu Leu He Pro 

85 90 95 

Leu Ala He Ser Arg Lys He Pro Glu Lys He Ala Leu Lys Gly Ala 

100 105 110 

Pro He Leu Tyr Phe Ala His Tyr Leu Phe Tyr Pro Leu He Gin Cys 

115 120 125 

Val Gly Gly He Thr Asn Met He Tyr Phe He Leu Asn He Lys Glu 

130 135 140 

Glu Thr He His Ser Thr Leu Ser Arg Asp Glu Leu Gin Lys Thr Leu 
145 150 155 160 

Glu Thr His His Glu Glu His Asp Phe Asn Val He Ala Thr Asn He 

165 170 175 

Phe Ser Leu Ser Ala Thr Ser Val Glu Gin Val Cys Gin Tyr Leu Asp 

180 185 190 

Gin He Pro He Leu Ser Ala Thr Ala Ser Val Arg Asp Val Cys Gin 

195 200 205 

Leu Val Arg Arg His Arg Leu Asp Phe Val Pro Val Tyr His Lys Val 

210 215 220 

Lys Lys Asn Val Val Gly He Ala Phe Pro Lys Asn Leu He Asn Arg 
225 230 235 240 

Asn Pro Ser Asp Pro Val Val Pro Tyr Leu Ser Ser Pro Trp Phe He 

245 250 255 

Thr Ala Lys Ser Lys Leu He His Ala He Gin Glu Phe Arg Lys Asn 

260 265 270 

Ser Ser Lys He Ala He Val Leu Asn Asn Asn Gly Glu Pro Met Gly 

275 280 285 

Val Leu Gly Leu His Thr Val Phe Lys Thr Leu Phe Asn Thr Arg Asn 
290 295 300 
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He 


Thr 


Gin 


Leu 


Lys 


Pro 


Lvs 


Pro 


Thr 


Ser 


Leu 


He 


r;ln 

olU 


Ar 07 


rn"h y- 
1 11 L 


fne 
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310 
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Seir 


Gly 


Asn 


j. hi. 


Pro 

IT J_ \J 


Leu 


ser 


L?±U 


jl ± e 


pi ., 

CjIU 


Asn 


Glu 


Leu 


Asp 


He 


He 










325 










330 








335 




Phe 


Met 


Asp 


Asn 


Asp 


Cys 


Thr 


Thr 


He 


Glu 


Gin 


Leu 


Met 


Leu 


Lys 


Leu 








340 










345 










350 




Leu 


Asp 


Thr 


Pro 


Pro 


Glu 


Val 


Gly 


Ala 


Ser 


He 


He 


He 


Asn 


Asp 


Leu 






355 










360 










365 






Leu 


Leu 
370 


Glu 


Val 


Lys 


Glu 


He 
375 


Ser 


Leu 


Tyr 


Gly 


He 
380 


Lys 


Thr 


Val 


Ala 


He 


Lys 


Asp 


Thr 


Leu 
























385 

































(2) INFORMATIONS POUR LA SEQ ID NO: 181: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

{A) LONGUEUR: 283 acides amines 

(B) TYPE: acide amine 

{ D) CONFIGURATION : 1 ineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 1860 00 .. 18 6848 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 181: 

Lys Phe Arg Pro He Phe Asp Trp Ala He Ser Gly He Asn Phe He 

15 10 15 

Val Gin Lys Met Leu Ala Arg Gin Glu Ser Asp Phe He Gin Pro Gin 

20 25 30 

Glu Leu Lys Glu Val Leu Arg Ser Cys Lys Asp Phe Gly Val Val Asn 

35 40 45 

His Glu Glu Ser Arg Leu Leu Phe Gly Tyr Leu Ser Met Glu Glu Gly 

50 55 60 

Ser He Lys Glu Arg Met Thr Pro Lys Gin Glu He He Phe Tyr Asp 
65 70 75 80 

Val Leu Thr Pro He Glu Asn Leu Tyr Lys Leu Phe Ser Gly Pro Lys 

85 90 95 

Gin Ser Tyr Ser Lys Val Leu Val Cys Lys Gly Gly Leu Gin Asn Leu 

100 105 no 

Leu Gly Val Cys Ser Ala Lys Leu Leu Leu Leu Tyr Lys Glu Lys Leu 

115 120 125 

Gin Ser Ala Glu Glu Leu Leu Pro Leu Leu Arg Lys Pro His Tyr He 

130 135 140 

Pro Glu Thr Val Ser Ala Lys Thr Ala Leu Tyr His Leu Ala Gly Glu 
145 150 155 160 

Asp Cys Gly Leu Gly He He He Asp Glu Tyr Gly Ser He Glu Gly 

165 170 175 

Leu He Thr Gin Asn Asp Leu Phe Lys He Val Ser Asp Glu Val Ala 

180 185 190 

His Asn Arg Pro Ser Phe Lys Gin Phe Ala His Ser Asp Lys Asn Val 

195 200 205 

Val He Ala Ala Gly Thr Tyr Glu Leu Ser Asp Phe Tyr Asp Leu Phe 

210 215 220 

Gly Val Asp Leu Pro Thr Thr Ala Asn Cys Val Thr He Gly Gly Trp 
225 230 235 240 

Leu Thr Glu Gin Leu Gly Glu He Pro Glu Thr Gly Thr Lys Phe Ala 
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245 250 255 

Trp Gly Gin Phe Val Phe Gin lie Leu Asp Ala Ala Pro Asn Cys Val 

260 265 270 

Lys Arg Val Tyr lie Arg Lys Thr His Gly Asn 
275 280 



(2) INFORMATIONS POUR LA SEQ ID NO: 182: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 174 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : ' oui 



(viii) POSITION DANS LE GENOME: complement ( 186749 187270 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 182: 



Ser 


Gly 


Ser 


Ala 


His 


Asn 


Asn 


Pro 


Asn 


Arg 


Met 


Phe 


Ser 


Ser 


Ala 


He 


1 








5 










10 










15 




Val 


He 


Leu 


Thr 


Ala 


He 


Phe 


Val 


Leu 


Cys 


Ser 


Gly 


Phe 


Val 


Ser 


Leu 








20 










25 










30 






Ser 


His 


lie 


Ala 


Leu 


Phe 


Ser 


Leu 


Pro 


Ser 


Ser 


Leu 


He 


Ala 


His 


Tyr 






35 










40 










45 








Ser 


His 


Ser 


Lys 


Asn 


Arg 


Gin 


Leu 


Arg 


Gin 


He 


Ala 


Asn 


Leu 


Met 


Ala 




50 










55 ■ 










60 










Tyr 


Pro 


Asn 


His 


Leu 


Leu 


He 


Thr 


Leu 


Val 


Phe 


Phe 


Asp 


He 


Gly 


He 


65 










70 










75 










80 


Asn 


He 


Gly 


Val 


Gin 


Asn 


Cys 


He 


Ala 


Thr 


Leu 


Val 


Gly 


Asp 


Ser 


Ala 










85 










90 










95 




Ser 


Leu 


Leu 


Leu 


Thr 


Val 


Gly 


Val 


Pro 


Leu 


Ala 


Leu 


Thr 


Leu 


Val 


Leu 








100 










105 










110 






Gly 


Glu 


He 


Val 


Pro 


Lys 


Val 


He 


Ala 


He 


Pro 


Tyr 


Asn 


Ala 


Arg 


He 






115 










120 










125 








Ala 


Lys 


He 


Val 


Thr 


Pro 


He 


He 


Phe 


Ala 


Ser 


Thr 


Lys 


Ser 


Ser 


Ala 




130 










135 










140 










Leu 


Tyr 


Leu 


He 


Gly 


Leu 


Ser 


Arg 


Val 


Ser 


He 


Leu 


Ser 


Phe 


Arg 


Lys 


145 










150 










155 










160 


Cys 


Trp 


Pro 


Val 


Lys 


Lys 


Val 


He 


Leu 


Phe 


Asn 


Pro 


Lys 


Asn 







165 170 



{2) INFORMATIONS POUR LA SEQ ID NO: 183: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 128 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire. 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 187426 .. 187809 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 183: 
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lie Met Glu Glu Lys Gly lie Leu Gin Leu Val Glu lie Ser Arg Ala 

1 5 10 15 

Met Ala Leu Gin Gly Val Cys Pro Trp Thr Asn Leu Gin Ser Val Glu 

20 25 30 

Ser Met Leu Gin Tyr lie Ala Gly Glu Cys Gin Glu Leu Ala Asp Ala 

35 40 45 

Val Gin Glu Asn Lys Ala Ser Leu Glu lie Ala Ser Glu Ala Gly Asp 

50 55 60 

Val Leu Thr Leu Val Leu Thr Leu Cys Phe Leu Leu Glu Arg Glu Gly 
65 70 75 80 

Lys Leu Lys Ala Glu Glu Val Phe Val Glu Ala Leu Ala Lys Leu Arg 

85 90 95 

Arg Arg Ser Pro His Val Phe Asp Pro His Asn Gin lie Ser Leu Glu 

100 105 110 

Gin Ala Glu Glu Tyr Trp Ala Arg lie Lys Gin Gin Glu Lys lie Ser 
115 120 125 



(2) INFORMATIONS POUR LA SEQ ID NO: 184: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 22 8 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 1887 98 1 8 9 481 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 184: 

Gly His Lys lie Glu Ser lie Phe Ser Leu Ser Cys Val Met Arg Lys 

15 10 15 

Phe Trp Leu Leu Ala Ser Phe Gly Leu Leu Ser Leu Thr Thr Thr Thr 

20 25 30 

Leu Ser Ser Cys Ala Val Ser Asn Ser Gly Ser Tyr Asn Ala Arg Leu 

35 40 45 

Tyr Thr Lys Gly Ser Lys Ala Lys Gly Val Val Ala Met Leu Pro Val 

50 55 60 

Phe Tyr Arg Thr Glu Lys Ser Ala Glu Leu Leu Pro Trp Asn Leu Gin 
65 70 75 80 

Ala Glu Phe Ser Glu Glu lie Ser Arg Arg Leu His Ser Ser Asp Lys 

85 _ 90 95 

Leu Leu Leu lie Xaa Xaa His Ala Ser Ala Gly Val Ala Ala Gin Phe 

100 105 110 

Phe Ser Pro Thr Pro Asn lie Ser Pro Glu Leu Ala Thr Gin Leu Leu 

115 120 125 

Pro Ala Glu Phe Val Val Ala Ala Glu lie Leu Glu Gin Lys Thr Thr 

130 135 140 

Glu Asp Val Leu Asn Pro Ser lie Ser Ala Ser Val Arg Val Arg Val 
145 150 155 160 

Phe Asp lie Arg His Asn Lys Val Ser Met lie Tyr Gin Glu lie Leu 

165 170 175 

Asp Ala Ser Gin Ser Leu Ala Ser Gly Ser Asn Asp Tyr His Arg Tyr 

180 185 190 

Gly Trp Arg Ser Lys Asn Phe Asp Ser Thr Pro Met Gly Leu Met His 

195 200 205 

Gin Arg Leu Phe Arg Glu lie Val Ala Arg Val Glu Gly Tyr Val Cys 
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Ala Asn Tyr Ser 
225 



(2) INFORMATIONS POUR LA SEQ ID NO: 185: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 220 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire- 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 189 693 .. 19 03 52 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 135: 



Val 


He 


His 


Trp 


Asp 


Gin 


Ser 


Arg 


Thr 


Leu 


Leu 


Ser 


Phe 


Pro 


Arg 


Val 


1 








5 










10 










15 




Gly 


Leu 


His 


Leu 


Ser 


Trp 


Tyr 


Gly 


He 


Leu 


Phe 


Ser 


Leu 


Gly 


He 


Phe 








20 










25 










30 






Leu 


Ser 


Ser 


Phe 


Ser 


Gly 


He 


Lys 


Leu 


Ala 


Thr 


Ala 


Leu 


Cys 


Lys 


Asp 






35 










40 










45 








Arg 


Glu 


Glu 


Lys 


Lys 


Glu 


Leu 


Arg 


Thr 


Ser 


Leu 


Glu 


Asn 


Phe 


Ala 


Leu 




50 










55 










60 










Gly 


Ala 


Leu 


Leu 


Ala 


He 


He 


He 


Gly 


Ala 


Arg 


Leu 


Ala 


Tyr 


Val 


Leu 


65 










70 










75 










80 


Phe 


Tyr 


Gly 


Gly 


Ser 


Phe 


Tyr 


Phe 


Glu 


Asn 


Pro 


Ser 


Glu 


He 


He 


Lys 










85 










90 










95 




He 


Trp 


Lys 


Gly 


Gly 


Leu 


Ser 


Ser 


His 


Gly 


Ala 


Val 


He 


Ser 


Val 


Val 








100 










105 










110 






He 


Trp 


Ala 


Ala 


Val 


Phe 


Ser 


Arg 


Leu 


His 


He 


Arg 


Lys 


Leu 


Pro 


Met 






115 










120 










125 








Leu 


Ser 


Val 


Thr 


Tyr 


He 


Cys 


Asp 


Leu 


Cys 


Gly 


Ala 


Val 


Phe 


Gly 


Cys 




130 










135 










140 










Ala 


Ala 


Leu 


Leu 


He 


Arg 


Val 


Gly 


Asn 


Phe 


Met 


Asn 


Gin 


Glu 


He 


Leu 


145 










150 










155 










160 


Gly 


Thr 


Pro 


Thr 


Ser 


Met 


Pro 


Trp 


Gly 


Val 


He 


Phe 


Ser 


Asn 


Gly 


Gly 










165 










170 










175 




Gly 


Gin 


He 


Pro 


Arg 


His 


Pro 


Val 


Gin 


Leu 


Tyr 


Glu 


Gly 


Leu 


Gly 


Tyr 








180 










185 










190 






Leu 


Val 


Leu 


Ser 


Cys 


He 


Leu 


Cys 


Arg 


Leu 


Trp 


Leu 


Ser 


Trp 


Cys 


Tyr 






195 










200 










205 








He 


Val 


Trp 


Val 


Leu 


Ala 


He 


Val 


Gin 


Gin 


Ala 


Leu 











210 215 220 



(2) INFORMATIONS POUR LA SEQ ID NO: 186: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 92 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION:' lineaire 

(iii) HYPOTHETIQUE: oui 
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{viii) POSITION DANS LE GENOME: 19 023 5 . . 1 9 05 1 0 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 186: 



Thr Ser Cys Ser 
1 

Tyr Ser Val Gin 
20 

Gly Tyr Ser Ala 
35 

Cys Ala Glu Phe 
50 

Asn lie Leu Thr 
65 

Gly Val Gly lie 



Ala Leu Arg Arg 
5 

Ala Leu Ala lie 

Ala Gly Ala Leu 
40 

Phe Lys Thr His 
55 

lie Gly Gin Trp 
70 

lie Trp lie Ala 
85 



Pro Trp Leu Phe 
10 

Val Val Leu Tyr 
25 

lie Gly Val Ala 

Gin Gly Ala Trp 
60 

Leu Ser lie Pro 
75 

Ser Lys Lys Lys 
90 



Ser Ala Phe Leu 
15 

Arg Leu Gly Ser 
30 

Val lie Arg Phe 
45 

Leu Gly Glu Glu 

Met Val Phe Leu 
80 



(2) INFORMATIONS POUR LA SEQ ID NO: 187: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 334 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 190785 191786 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 187: 



Glu 


Arg 


Gly 


Phe 


Pro 


Pro 


His 


Arg 


Glu 


Asn 


Pro 


Pro 


Arg 


Met 


Arg 


Met 


1 








5 










10 










15 




Asn 


Lys 


Arg 


Thr 


Leu 


Leu 


Phe 


Val 


Ser 


Leu 


Val 


Ser 


Ala 


Ala 


Phe 


Leu 








20 










2 5. 










30 






Gly 


Cys 


Gin 


He 


Phe 


Phe 


Gly 


Tyr 


Arg 


Asp 


Leu 


Lys 


Ser 


Cys 


Gin 


Asp 






35 










40 










45 








Leu 


Ala 


Glu 


Lys 


Gin 


Arg 


Ala 


He 


Ser 


Glu 


Gin 


He 


Leu 


Ala 


Ser 


Thr 




50 • 










55 










60 










Glu 


Gin 


Leu 


Ser 


Val 


Val 


Pro 


Trp 


Thr 


Ala 


Ser 


Leu 


Glu 


Glu 


Ser 


Glu 


65 










70 










75 










80 


Ser 


Val 


Asn 


Gin 


Tyr 


Ala 


He 


Arg 


Leu 


Gly 


Asn 


Arg 


Leu 


Leu 


Leu 


Leu 










85 










90 










95 




Thr 


Lys 


Gly 


Gly 


Ser 


His 


Pro 


Glu 


Val 


Tyr 


Ser 


Arg 


Gly 


Thr 


Ser 


Trp 








100 










:105 










110 






Ser 


Leu 


He 


Glu 


Gin 


Thr 


Ser 


Thr 


Phe 


Gly 


Gly 


He 


Leu 


Val 


Ser 


Leu 






115 










120 










125 








Tyr 


Gly 


Glu 


Thr 


Gly 


Gin 


Glu 


Val 


Leu 


Ser 


Lys 


Gly 


Ser 


Ser 


Val 


Tyr 




130 










135 










140 










Leu 


Pro 


Asn 


Gin 


Arg 


Asp 


Ala 


Phe 


Pro 


Val 


Leu 


Val 


Ala 


Glu 


Phe 


Arg 


145 










150 










155 










160 


Ser 


Asn 


Gin 


Glu 


Pro 


Leu 


Val 


Phe 


Leu 


Gly 


Glu 


Tyr 


Lys 


Asp 


Gly 


Lys 










165 










170 










175 




He 


Ala 


Asn 


Lys 


Ala 


Gly 


Ala 


He 


Tyr 


Gly 


Thr 


Ser 


Leu 


Val 


Phe 


Leu 








180 










185 










190 






Asn 


Thr 


Gly 


Asn 


Glu 


Phe 


Val 


Pro 


Leu 


Gly 


He 


Tyr 


Asn 


Ser 


Lys 


Glu 






195 










200 










205 








Glu 


Cys 


Val 


Glu 


Ser 


Leu 


Asp 


Leu 


Pro 


Met 


Ala 


Arg 


Ala 


Val 


Val 


Phe 
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210 215 220 

Ala Asp Lys Glu Asn Pro Thr Ala Ser Gly Ser Tyr Tyr Met Leu Ser 
225 230 235 240 

Asn Glu Tyr Met Gin lie Val Val Ser Gin Glu Ser Gly Ala lie Glu 

245 250 255 

Gly lie Asn Leu Pro Phe Ala Ser Asp Gin Glu Glu Asn Lys Ser lie 

260 265 270 

Val Asn Glu lie Gly Phe Asp Arg Glu Leu Ala lie Asn Ser Pro Ser 

275 280 285 

Glu Ala Ser Phe Pro Gly Val Glu Thr lie Asp Ser Gin Arg Gin Asn 

290 295 300 

lie Ala Asn Val Val Gly Gly Tyr Tyr Pro Leu Leu Arg Arg Gly Thr 
305 310 315 320 

Leu Ser Asp Val Lys Lys Arg Val Pro Ala Gin Tyr Gin Ala 
325 330 



(2) INFORMATIONS POUR LA SEQ ID NO: 188: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 22 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 1917 9 0 192464 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 188: 

Asn lie Val Ser Gly Arg Glu Leu Ala Ser Pro Val Ala Thr Gly Phe 

1 5 10 • 15 

Arg Val Val Ser Phe Asp Asn Lys Thr Leu lie Leu Glu Ser Gly Asp 

20 25 30 

Gly Gly lie Arg Lys Thr Tyr Ser Leu Gly Glu Gin Pro Tyr Ala Phe 

35 40 45 

Glu Leu Glu lie Gin Thr Thr Gin Gly Arg Glu Asp Leu Trp lie Thr 

50 55 60 

Ser Gly Val Pro Glu Val Glu lie Met Ser Asn Ala Phe Val Pro Ala 
65 70 75 80 

Val Lys Tyr His Ala Val Lys Lys Asn Lys Ser Asp Leu Phe Asn Val 

85 90 95 

Lys Leu Pro Lys Ala Lys Asp Ser Leu Leu Val Arg Asn Asn Ala Thr 

100 105 110 

Pro Gin Trp lie Leu Asn Ser Asn Gly Tyr Phe Gly Val lie Leu Thr 

115 120 125 

Pro Arg Thr Pro lie Pro Ala Gly Tyr Ala Ser Ser Phe lie Pro Gly 

130 135 140 

Asn Val Val Pro Thr Arg Leu Ser Gin Leu Pro Pro Lys Asp Gin Ala 
145 150 155 160 

Tyr Pro Ala Ser Lys Tyr Pro Gly Tyr Thr Ala Met Leu Pro Leu Pro 

165 170 175 

Lys Glu Ala Gly Arg Tyr Gin Phe Met Val Tyr Ala Gly Pro Leu Ala 

180 185 190 

Asp Pro Thr Leu Lys Thr Leu Asp Arg Leu Thr Arg lie Leu Lys Glu 

195 200 205 

Lys Leu Leu Ser He Leu Met Arg Leu Leu Ser Glu Gly Ser Leu Val 
210 215 220 
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Leu 
225 



(2) INFORMATIONS POUR LA SEQ ID NO: 189: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 64 acides amines 

{ B ) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

<viii) POSITION DANS LE GENOME: 1923 92 193 183 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 18 9: 



Thr 


Asn 


Ala 


Asn 


Ser 


Lys 


Gly 


Glu 


Thr 


Pro 


Glu 


Tyr 


lie 


Asp 


Ala 


lie 


1 








5 










1 0 










1 b 




Ala 


Phe 


Arg 


Gly 


Phe 


Phe 


Ser 


Phe 


He 


Thr 


GlU 


Pro 


Phe 


Ala 


Ala 


Leu 








20 










25 










3 0 






Leu 


Phe 


Val 


He 


Met 


Lys 


Phe 


Phe 


Lys 


Pne 


Leu 


Thr 


Gly 


Ser 


Trp 


Gly 
















a n 


















He 


Ser 


He 


He 


Leu 


Leu 


Thr 


He 


Val 


Leu 


Lys 


Leu 


Leu 


Leu 


Tyr 


Pro 




50 










55 










60 










Leu 


Asn 


Ala 


Trp 


Ser 


He 


Arg 


Ser 


Met 


Arg 


Arg 


Met 


Gin 


Lys 


Leu 


Ser 


65 










70 










75 










80 


Pro 


Tyr 


He 


Gin 


Glu 


He 


Gin 


Gin 


Lys 


Tyr 


Lys 


Arg 


Glu 


Pro 


Lys 


Arg 










85 










90 










95 




Ala 


Gin 


Met 


Glu 


He 


Met 


Ala 


Leu 


Tyr 


Lys 


Met 


Asn 


Lys 


Val 


Asn 


Pro 








100 










105 










110 






He 


Thr 


Gly 


Cys 


Leu 


Pro 


Leu 


Leu 


He 


Gin 


He 


Pro 


Phe 


Leu 


He 


Ala 






115 










120 










125 








Met 


Phe 


Asp 


Leu 


Leu 


Lys 


Ser 


Ser 


Phe 


Leu 


Leu 


Arg 


Gly 


Ala 


Ser 


Phe 




130 










135 










140 










He 


Pro 


Gly 


Trp 


He 


Asp 


Asn 


Leu 


Thr 


Ala 


Pro 


Asp 


Val 


Leu 


Phe 


Ser 


145 










150 










155 










160 


Trp 


Glu 


Thr 


Pro 


He 


Trp 


Phe 


He 


Gly 


Lys 


Glu 


Phe 


His 


Leu 


Leu 


Pro 










165 










170 










175 




He 


Leu 


Leu 


Gly 


Val 


Val 


Met 


Phe 


Ala 


Gin 


Gin 


Lys 


He 


Ser 


Ala 


Val 








180 










185 










190 






Lys 


Arg 


Ser 


Gly 


Pro 


Ala 


Ser 


Asp 


Gin 


Gin 


Arg 


Gin 


Gin 


Glu 


Ala 


Met 






195 










.200 










205 








Gly 


Thr 


Met 


Met 


Ala 


Leu 


Leu 


Phe 


Thr 


Phe 


Met 


Phe 


Tyr 


Asn 


Phe 


Pro 




210 










215 










220 










Ser 


Gly 


Leu 


Asn 


He 


Tyr 


Trp 


Phe 


Ser 


Ser 


Met 


Leu 


Leu 


Gly 


Val 


He 


225 










230 










235 










240 


Gin 


Gin 


Trp 


Val 


Thr 


Asn 


Lys 


He 


Leu 


Asp 


Glu 


Gin 


His 


Leu 


Gin 


His 










245 










.250 










255 




Glu 


Val 


He 


He 


Asn 


Lys 




Arg 



















260 



(2) INFORMATIONS POUR LA SEQ ID NO: 19 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 459 acides amines 

(B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 193254 194630 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 190: 



Asp 


Ser 


Phe 


Met 


Arg 


Ala 


Trp 


Glu 


Glu 


Phe 


Leu 


Leu 


Leu 


Gin 


Glu 


Lys 


1 








5 










10 










15 




Glu 


lie 


Gly 


Val 


Asp 


Thr 


Val 


Asn 


Lys 


Trp 


Leu 


Arg 


Ser 


Leu 


Lys 


Val 








20 










25 










30 






Leu 


Cys 


Phe 


Asp 


Ala 


Cys 


Asn 


Leu 


Tyr 


Leu 


Glu 


Ala 


Lys 


Asp 


Ser 


Phe 






35 










40 










45 








Gin 


Val 


Thr 


Trp 


Phe 


Glu 


Glu 


His 


He 


Arg 


His 


Lys 


Val 


Lys 


Ala 


Ser 




50 










55 










60 










Leu 


He 


Asn 


Asn 


Asn 


Gly 


Lys 


Pro 


He 


Arg 


Val 


Arg 


Val 


Thr 


Ser 


Leu 


65 










70 










75 










80 


Asp 


Lys 


Ser 


Thr 


Pro 


Phe 


Lys 


Asp 


Thr 


Gin 


He 


Gin 


Gin 


Glu 


Lys 


Thr 






85 










90 










95 




Ala 


Tyr 


Phe 


Thr 


Met 


Lys 


Tyr 


Gly 


Asp 


He 


Asp 


Pro 


Asn 


Met 


Ser 


Phe 








100 










105 










110 






Ala 


Asn 


Phe 


Leu 


Val 


Thr 


Pro 


Glu 


Asn 


Asp 


Leu 


Pro 


Val 


Arg 


He 


Leu 






115 










120 










125 








Gin 


Glu 


Phe 


Ala 


Lys 


Val 


Ser 


Glu 


Gin 


Gly 


Lys 


G iy 


Phe 


Pro 


Phe 


Asn 




130 










135 










140 










Pro 


He 


Tyr 


Leu 


Phe 


Gly 


Pro 


Glu 


Ser 


Ser 


Gly 


Lys 


Thr 


His 


Leu 


Met 


145 










150 










155 










160 


Gin 


Ala 


Ala 


Val 


Gly 


Gly 


Leu 


Arg 


Glu 


Ala 


Gly 


Val 


Lys 


Thr 


Leu 


Tyr 










165 










170 










175 




Val 


Thr 


Ser 


Glu 


Leu 


Phe 


Thr 


Glu 


His 


Leu 


Val 


Ser 


Ala 


He 


Arg 


Ser 








180 










185 










190 






Gly 


Glu 


Met 


Gin 


Arg 


Phe 


Arg 


Ala 


Phe 


Tyr 


Arg 


Asn 


Val 


Glu 


Ala 


Leu 






195 










200 










205 








Phe 


He 


Glu 


Asp 


He 


Glu 


Val 


Leu 


Ser 


Gly 


Lys 


Gly 


Ala 


Thr 


Gin 


Glu 




210 










215 










220 










Glu 


Phe 


Phe 


His 


Thr 


Phe 


Xaa 


Ser 


Leu 


His 


Thr 


Glu 


Gly 


Lys 


Leu 


He 


225 










230 










235 










240 


Val 


He 


Ser 


Ser 


Thr 


Phe 


Ala 


Pro 


Gly 


Asp 


Leu 


Lys 


Ala 


Met 


Glu 


CjIU 










245 










250 










255 




Arg 


Leu 


He 


Ser 


Arg 


Phe 


Glu 


Trp 


Gly 


He 


Ser 


He 


Pro 


Val 


Ser 


Pro 








260 










265 










270 






Leu 


Thr 


Arg 


Glu 


Gly 


Leu 


Lys 


Ser 


Phe 


Leu 


Glu 


Arg 


Arg 


He 


GlU 


Lys 






275 










280 










285 








Leu 


Asn 


lie 


Arg 


He 


Glu 


Glu 


Thr 


Ala 


Leu 


Asp 


Phe 


Leu 


He 


Gin 


Ala 




290 










295 










300 










Leu 


Ser 


Ser 


His 


Val 


Lys 


Ser 


Leu 


Leu 


His 


Ala 


Leu 


Thr 


Thr 


Leu 


Ala 


305 










310 










315 










320 


Lys 


Arg 


Val 


Ala 


Tyr 


Lys 


Lys 


Leu 


Ser 


His 


Gin 


Met 


Leu 


Tyr 


Gin 


Gly 










325 










330 










335 




Asp 


He 


Glu 


Ala 


Leu 


Leu 


His 


Asp 


Val 


Leu 


Gin 


Ala 


Ala 


Glu 


Ser 


He 






340 










345 










350 






Arg 


Leu 


Thr 


Pro 


Ser 


Gly 


He 


Val 


Arg 


Ala 


Thr 


Ala 


Gin 


Tyr 


Tyr 


Gly 






355 










360 










365 








Val 


Ser 


Pro 


Glu 


Ser 


Val 


Leu 


Gly 


Arg 


Ser 


Gin 


Ser 


Arg 


Glu 


Tyr 


Val 




370 










375 










380 










Leu 


Pro 


Arg 


Gin 


Val 


Ala 


Met 


Phe 


Leu 


Cys 


Arg 


Gin 


Lys 


Leu 


Ser 


Leu 



385 390 395 400 



968 



Ser Tyr Val Lys lie Gly Glu Val 
405 

lie Ser Ser lie Arg Ala lie Ser 
420 

Glu Cys Asp Val Ser Cys Ala lie 
435 440 
Ser Ala Tyr Gin Ser Leu Asp Phe 
450 455 



Phe Ser Arg Asp His Ser Thr Val 

410 415 
Gin Lys Leu Glu Glu Asp Asp Arg 
425 430 
Gin Glu Leu Thr Lys Arg Leu Ser 
445 

lie Glu Asp 



(2) INFORMATIONS POUR LA SEQ ID NO: 191: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 119 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION:, lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 194690 195046 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 191: 

Gly Gly Phe Met Gly lie Lys Pro His Asp Tyr Gly Cys Trp Gly Ser 

15 10 15 

Arg Gly Asn Val Phe Thr Leu Gin Asp Leu Asn Thr Gin Gin Ala Asn 

20 25 30 

Gin Ser Ala Ala Ala Ser Ser Ser Ser Val Leu Lys Ser Glu Cys Ala 

35 40 45 

Ala Lys Val Ala Arg Tyr Ala Leu Gly Phe Leu Phe Gly Leu Gly Phe 

50 55 60 

lie Leu Ser lie Val Thr Phe lie Ala Ala Ala Ala Thr Leu Pro Leu 
65 70 75 80 

Gly Thr Thr Thr lie Leu lie Met Val Thr Gin lie Ala Phe Ala Ala 

85 90 95 

Ala Leu Ala Phe Lys Leu Tyr Asp Leu Phe Lys His Asp Val Pro Thr 

100 105 110 

Cys Ser lie Thr Ser Lys Ala 
115 



(2) INFORMATIONS POUR LA SEQ ID NO: 192: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 616 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 19 5 184 . . 1 97 03 1 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 192: 

Glu Ala Ser Met Tyr Phe Asp Arg Thr Lys lie Asn Val Glu Ser Met 

1 5 10 15 

Lys Gin Ala lie Leu Glu Arg Val Tyr Cys Gly Val Val Gin Thr Pro 
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20 










25 










30 






Gin 


Ser 


Ala 


Ser 


Thr 


Arg 


Asp 


He 


Phe 


He 


Ala 


Val 


Ala 


Lys 


Thr 


Val 






35 










40 










45 








Leu 


Glu 


Trp 


Met 


Ala 


Lys 


Gly 


Trp 


Leu 


Lys 


Thr 


Gin 


Ser 


Ser 


Tyr 


Tyr 




50 










55 










60 










Asp 


Asn 


Asp 


Val 


Lys 


Arg 


Val 


Tyr 


Tyr 


He 


Ser 


Met 


Glu 


Phe 


Leu 


Leu 


65 










70 










75 










80 


Gly 


Arg 


Ser 


Leu 


Lys 


Ser 


Asn 


Leu 


Leu 


Asn 


Leu 


Gly 


Leu 


Leu 


Asp 


Leu 










85 










90 










95 




Val 


Lys 


Glu 


Ala 


Leu 


Phe 


Asp 


Leu 


Gly 


Tyr 


Asp 


Phe 


Asp 


Gin 


Leu 


Val 








100 










105 










110 






Glu 


Met 


Glu 


His 


Asp 


Ala 


Gly 


Leu 


Gly 


Asn 


Gly 


Gly 


Leu 


Gly 


Arg 


Leu 






115 










120 










125 








Ala 


Ala 


Cys 


Phe 


Leu 


Asp 


Ser 


Met 


Ala 


Thr 


Leu 


Glu 


He 


Pro 


Ala 


Tyr 




130 










135 










140 










Gly 


Tyr 


Gly 


Leu 


Arg 


Tyr 


Asp 


Tyr 


Gly 


He 


Phe 


Asp 


Gin 


Lys 


He 


Glu 


145 










150 










155 










160 


Asn 


Gly 


Phe 


Gin 


Val 


Glu 


Ser 


Pro 


He 


Glu 


Trp 


Leu 


Arg 


Tyr 


Gly 


Asn 










165 










170 










175 




Pro 


Trp 


Glu 


He 


Cys 


Arg 


Gly 


Glu 


Tyr 


Leu 


Tyr 


Pro 


Val 


His 


Phe 


Tyr 








180 










185 










19 0 






Gly 


Lys 


Val 


Lys 


His 


Ser 


He 


Asp 


Ser 


Arg 


Gly 


Arg 


Asp 


Val 


Ala 


Glu 






195 










200 










205 








Leu 


Val 


Asp 


Ser 


Gin 


Glu 


Val 


Leu 


Ala 


Met 


Ala 


Tyr 


Asp 


Val 


Pro 


Val 




210 










215 










220 










Pro 


Gly 


Phe 


Asn 


Asn 


Asp 


Thr 


Val 


Asn 


Ser 


Leu 


Arg 


Leu 


Trp 


Gin 


Ala 


225 










23 0 










23 5 










240 


Gin 


Ser 


Arg 


His 


Gly 


Phe 


Glu 


Phe 


Ser 


Tyr 


Phe 


Asn 


His 


Gly 


Asn 


Tyr 










245 










250 










255 




He 


Arg 


Ala 


He 


Glu 


Asp 


He 


Ala 


Leu 


Ala 


Gly 


Asn 


He 


Thr 


Arg 


Val 








2 60 










265 










270 






Leu 


Tyr 


Pro 


Asn 


Asp 


Ser 


He 


Ser 


Glu 


Gly 


Gin 


GlU 


Leu 


Arg 


Leu 


Lys 






275 










280 










285 








Gin 


Glu 


Tyr 


Phe 


Leu 


Val 


Ser 


Ala 


Thr 


He 


Gin 


Asp 


He 


Leu 


Arg 


Arg 




290 










295 










300 










Tyr 


Thr 


Lys 


Thr 


His 


Leu 


Ser 


Leu 


Asp 


Lys 


Leu 


Ser 


Glu 


Lys 


Val 


Ser 


305 










310 










315 










320 


Val 


Gin 


Leu 


Asn 


Asp 


Thr 


His 


Pro 


Ala 


Leu 


Gly 


He 


Ala 


Glu 


Met 


Met 










325 










330 










33 5 




Arg 


Leu 


Leu 


Val 


Asp 


Arg 


Glu 


Glu 


Leu 


Asp 


Trp 


Asp 


Val 


Ala 


Trp 


Asp 








340 










345 










350 






Ala 


Thr 


Thr 


Lys 


He 


Phe 


Asn 


Tyr 


Thr 


Asn 


His 


Thr 


He 


Leu 


Pro 


Glu 






355 










360 










365 








Ala 


Leu 


Glu 


Arg 


Trp 


Ser 


Leu 


Asp 


Leu 


Phe 


Ser 


Lys 


Val 


Leu 


Pro 


Arg 




370 










375 










380 










His 


Leu 


Glu 


He 


He 


Tyr 


Glu 


He 


Asn 


Ala 


Arg 


Trp 


Leu 


Ala 


Lys 


Val 


385 










390 










395 










400 


Ser 


Gin 


Lys 


Tyr 


Pro 


Gly Asp 


Asn 


Asp 


Lys 


Arg 


Arg 


Ala 


Leu 


Ser 


He 










405 










410 










415 




He 


Glu 


Glu 


Gly 


Ser 


Ser 


Lys 


Phe 


Val 


Asn 


Met 


Ala 


Asn 


Leu 


Ala 


Val 








420 










425 










430 






Val 


Gly 


Thr 


Asn 


Lys 


Val 


Asn 


Gly 


Val 


Ser 


Thr 


Phe 


His 


Ser 


Gin 


Leu 






435 










"440 










445 








He 


Lys 


Ser 


Thr 


Leu 


Phe 


Lys 


Asp 


Phe 


Val 


Glu 


Phe 


Phe 


Pro 


Asp 


Lys 




450 










455 










460 










Phe 


He 


Asn 


Val 


Thr 


Asn 


Gly 


He 


Thr 


Pro 


Arg 


Arg 


Trp 


Leu 


Ala 


Leu 


465 










470 










475 










480 


Ser 


Asn 


Lys 


Lys 


Leu 


Ser 


Ser 


Leu 


Leu 


Asn 


Arg 


Thr 


He 


Gly 


Thr 


Glu 










485 










490 










495 
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Tyr Leu Thr Asn Leu Thr His Leu His Lys Val lie Pro Leu Ala Glu 

500 505 510 

Asp Ser Gly Phe Arg Glu Glu Trp Arg Asn lie Lys lie Gin Asn Lys 

515 520 525 

Glu Glu Leu Ala Ala Arg lie Tyr Lys Glu Leu Gly Yal Thr Val Asn 

530 535 540 

Pro Gin Ser lie Phe Asp Cys His lie Lys Arg lie His Glu Tyr Lys 
545 550 555 560 

Arg Gin Leu Thr Asn lie Leu Arg Val lie Tyr Phe Tyr Asn Glu lie 

565 570 575 

Arg Asn Gly Ser Gly Glu lie Val Pro Thr Thr Val lie Phe Gly Gly 

580 585 590 

Lys Ala Ala Pro Gly Tyr Ala Met Ala Lys Leu lie lie Lys Leu lie 

595. 600 605 

Asn Asn Val Ala Ala Val Val Lys 
610 615 



(2) INFORMATIONS POUR LA SEQ ID NO: 193: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 206 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 1 97 018 197 63 5 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 193: 

Gin Leu Leu Leu Asn Asn Asp Pro Lys Val Asn Asp Gin Leu Lys Val 

15 10 15 

lie Phe Trp Pro Asn Tyr Arg Val Ser Leu Ala Glu Ala lie lie Pro 

20 25 30 

Ala Thr Asp Leu Ser Glu Gin lie Ser Thr Ala Gly Met Glu Ala Ser 

35 40 45 

Gly Thr Gly Asn Met Lys Phe Ala Leu Asn Gly Ala Leu Thr lie Gly 

50 55 60 

Thr Met Asp Gly Ala Asn lie Glu Met Ala Glu His lie Gly Lys Glu 
65 70 75 80 

His Met Phe lie Phe Gly Leu Leu Glu Glu Glu lie Ser Glu Leu Arg 

85 90 95 

Lys Glu Tyr Tyr Pro Gin Gly lie Cys Asn Ala Asn Pro Thr lie Gin 

100 105 110 

Glu lie Leu Asp Met lie Ala Gin Ala Lys Phe Ser Gin Glu Asp Lys 

115 120 125 

Asp Leu Phe Lys Pro lie Val Asn Arg Leu Leu Asn Glu Gly Asp Pro 

130 135 140 

Phe Phe Val Leu Ala Asp Leu Glu Ala Tyr lie Asn Thr Gin Asn Arg 
145 150 155 160 

Val Ala Ser Leu Phe Lys Gin Pro Glu Glu Trp Thr Lys Lys Ser lie 

165 170 175 

Tyr Asn Val Gly Gly lie Gly Phe Phe Ser Ser Asp Arg Ser lie Ala 

180 185 190 

Glu Tyr Ala Ser Asn lie Trp Xaa Val Ser Arg Pro Thr Ser 
195 200 205 
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(2) INFORMATIONS POUR LA SEQ ID NO : 194: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 149 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 1977 62 .. 1 9 82 08 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 194: 



Asp 


Asn 


Val 


Asn 


He 


Gin 


Val 


Glu 


Pro 


Thr 


Ala 


Ser 


Ser 


Pro 


Phe 


Lys 


1 








5 










10 










15 




Thr 


Thr 


Gly 


Cys 


Ser 


Ser 


Thr 


Leu 


Pro 


Thr 


Ala 


Arg 


He 


Ala 


Ala 


Cys 








20 










25 










30 






Gly Gly 


Phe 


Lys 


He 


Ala 


Val 


Lys 


Ser 


Glu 


He 


Pro 


Val 


He 


Pro 


Arg 






35 










40 










45 








Leu 


Asp 


Thr 


Gin 


Lys 


Glu 


Pro 


Pro 


Leu 


Tyr 


Ser 


Ser 


Ser 


Ala 


Arg 


Asp 




50 










55 










60 










Cys 


Cys 


Leu 


Ala 


Leu 


Val 


Ala 


Ser 


Pro 


Leu 


He 


Ser 


Ala 


Glu 


He 


He 


65 








70 










75 










80 


Pro 


He 


Phe 


Phe 


Leu 


Ser 


Ala 


Gin 


Arg 


Thr 


He 


Gly 


Val 


He 


Thr 


Pro 










85 










90 










95 




Ser 


Gly 


He 


Ala 


Thr 


Ala 


He 


Glu 


He 


Ser 


He 


Val 


Glu 


Asn 


Arg 


He 






100 










105 










110 






He 


Leu 


Leu 


Ser 


Thr 


Leu 


Leu 


Asn 


Pro 


GlU 


Leu 


He 


Ser 


Gly 


Asn 


Ser 






115 










120 










125 








Phe 


Arg 


Ala 


Lys 


Ala 


Gin 


Ala 


Arg 


Thr 


He 


Gin 


Ser 


Leu 


He 


Glu 


Ser 




130 










135 










140 










Leu 


He 


Phe 


Cys 


Ser 

























145 



(2) INFORMATIONS POUR LA SEQ ID NO : 195: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 432 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 197 668 1989 63 > 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 19 5: 

Gly Asn Val Val Val Ser Leu Leu Lys Met Pro Lys Leu Ser Pro Thr 

1.5 10 15 

Met Glu He Gly He Leu Val Lys Trp His Lys Lys Ala Gly Asp Glu 

20 25 30 

He His Phe Gly Asp Val Leu Leu Glu He Ser Thr Asp Lys Ala Val 

35 40 45 

Leu Glu His Thr Ala Ser Glu Asp Gly Trp Leu Leu Glu He Leu Val 
50 55 60 
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Lys 


Glu 


Gly 


Thr 


Lys 


Thr 


Pro 


He 


Gly 


Thr 


Pro 


He 


Ala 


Val 


Phe 


Ser 


65 










70 










75 










80 


Thr 


Glu 


Gin 


Asn 


Ala 


Gin 


Tyr 


Asp 


Leu 


Lys 


Gin 


Leu 


Leu 


Pro 


Leu 


Glu 










85 










90 










95 




Glu 


Thr 


Val 


Val 


Thr 


Asp 


Ala 


Ala 


Thr 


Glu 


Ala 


Ser 


Pro 


Lys 


Asp 


Ser 








100 










105 










110 






Ala 


Gin 


Thr 


Asp 


Ser 


Gin 


Tyr 


Thr 


Ser 


Gly 


Pro 


Ser 


He 


Thr 


Met 


Met 






115 










120 










125 








Gly 


Phe 


Arg 


Pro 


Glu 


Pro 


Pro 


Leu 


Ala 


Thr 


Pro 


Leu 


Thr 


He 


Lys 


His 




130 










135 










140 










Ser 


Asn 


Asp 


Pro 


Val 


Leu 


Ala 


Ser 


Pro 


Leu 


Ala 


Lys 


Lys 


Leu 


Ala 


Lys 


145 










150 










155 










160 


Glu 


Gin 


Asn 


Leu 


Asp 


Leu 


Ser 


Gly 


Val 


Thr 


Gly 


Ser 


Gly 


Pro 


Gly 


Gly 










165 










170 










175 




Arg 


He 


He 


Lys 


Lys 


Asp 


Leu 


Glu 


Lys 


Ala 


Pro 


Pro 


Leu 


Arg 


He 


Ala 








180 










185 










190 






Gly 


Phe 


Gly 


Tyr 


Pro 


Glu 


Ala 


Pro 


Asn 


Val 


Asn 


Pro 


Gly 


Ser 


Tyr 


He 






195 










200 










205 








Glu 


Glu 


Pro 


Leu 


Ser 


Pro 


Val 


Arg 


Glu 


Val 


He 


Ser 


Lys 


Arg 


Leu 


Gin 




210 










215 










220 










Ala 


Ala 


Lys 


Thr 


Phe 


He 


Pro 


His 


Phe 


Tyr 


Val 


Arg 


Gin 


Arg 


He 


Tyr 


225 










230 










235 










240 


Ala 


Ser 


Pro 


Leu 


Leu 


Ala 


Leu 


Leu 


Lys 


Glu 


Leu 


Gin 


Glu 


Gin 


Asn 


He 










245 










250 










255 




Lys 


Leu 


Ser 


He 


Asn 


Asp 


Cys 


He 


Val 


Arg 


Ala 


Cys 


Ala 


Leu 


Ala 


Leu 








260 










265 










270 






Lys 


Glu 


Phe 


Pro 


Glu 


He 


Asn 


Ser 


Gly 


Phe 


Asn 


Ser 


Val 


Asp 


Asn 


Lys 






275 










280 










285 








lie 


He 


Arg 


Phe 


Ser 


Thr 


He 


Asp 


He 


Ser 


He 


Ala 


Val 


Ala 


He 


Pro 




290 










295 










300 










Asp 


Gly 


Val 


He 


Thr 


Pro 


He 


Val 


Arg 


Cys 


Ala 


Asp 


Arg 


Lys 


Asn 


He 


305 










310 










315 










320 


Gly 


Met 


He 


Ser 


Ala 


Glu 


He 


Lys 


Gly 


Leu 


Ala 


Thr 


Lys 


Ala 


Lys 


Gin 










325 










330 










335 




Gin 


Ser 


Leu 


Ala 


Glu 


Glu 


Glu 


Tyr 


Lys 


Gly 


Gly 


Ser 


Phe 


Cys 


Val 


Ser 








340 










345 










350 






Asn 


Leu 


Gly 


Met 


Thr 


Gly 


He 


Ser 


Asp 


Phe 


Thr 


Ala 


He 


Leu 


Asn 


Pro 






355 










360 










365 








Pro 


Gin 


Ala 


Ala 


He 


Leu 


Ala 


Val 


Gly 


Ser 


Val 


Glu 


Glu 


Gin 


Pro 


Val 




370 










375 










380 










Val 


Leu 


Asn 


Gly 


Glu 


Leu 


Ala 


Val 


Gly 


Ser 


Thr 


Cys 


Met 


Leu 


Thr 


Leu 


385 










390 










395 










400 


Ser 


Val 


Asp 


His 


Arg 


Val 


He 


Asp 


Gly 


Tyr 


Pro 


Ala 


Ala 


Met 


Phe 


Met 










405 










410 










415 




Lys 


Arg 


Leu 


Gin 


Arg 


Leu 


Leu 


Glu 


Ala 


Pro 


Ser 


Val 


Leu 


Leu 


Leu 


Asn 








420 










425 










430 







(2) INFORMATIONS POUR LA SEQ ID NO: 19 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 32 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 1 9 89 62 1 9 9 9 57 ) 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 19 6: 



Lys 


Arg 


Gly 


Ser 


Met 


Pro 


Asn 


Phe 


Val 


Thr 


Leu 


Glu 


lie 


Arg 


Glu 


Ala 


1 








5 










1 0 










15 




lie 


Arg 


Gin 


Ala 


He 


Asp 


Glu 


Glu 


Met 


Thr 


Arg 


Asp 


Pro 


Asn 


val 


Cys 








20 










2 b 










J U 






lie 


Leu 


Gly 


Glu 


Glu 


Val 


Ala 


Glu 


Tyr 


Asn 


Gly 


Ala 


Tyr 


Lys 


vai 


inr 






35 










40 










4 b 








Lys 


Asn 


Leu 


Leu 


Asp 


Lys 


Trp 


Gly 


Pro 


Thr 


Arg 


Val 


lie 


Asp 


Thr 


Pro 




50 










55 










o U 










lie 


Ser 


Glu 


Ala 


Ala 


Phe 


Ser 


Gly 


lie 


Gly 


1 ie 




Ala 


Ala 


Leu 


inr 


65 










7 0 










/ b 










O u 


Gly 


Leu 


Arg 


Pro 


He 


He 


Glu 


Phe 


Met 


Ser 


Trp 


Asn 


j/ne 


Ser 


Leu 


va x 










85 










y u 










y b 




Ala 


Ala 


Asp 


Gin 


He 


lie 


Ser 


His 


Ala 


Ala 


Lys 


wee 


Tyr 


Tyr 


jxiec 


rp"U. v 

inr 








100 










10b 










1 1 U 






Gly 


Gly 


Lys 


Phe 


Ala 


val 


Pro 


lie 


vai 


Jrne 


Arg 


t»iy 


TV 1 -a 


Asn 


Pi ir 

vj7 J- y 


nld 






115 










ion 










nt; 

lz D 








Ala 


Ala 


Gin 


Val 


Ser 


Cys 


Gin 


His 


Ser 


HIS 


Cys 


vai 


CjIU 


Aia 


Leu 


Tyr 




130 










135 










14 U 










Ala 


Asn 


He 


Pro 


Gly 


Leu 


I le 


val 


lie 


Ala 


Pro 


Ser 


Thr 


Pro 


Aia 


Asp 


145 










150 










ice 
1 bb 










lou 


Ala 


Lys 


Gly 


Leu 


Leu 


Lys 


Ser 


Ala 


Tin 

lie 


Arg 


Asp 


Asn 


Asn 


Pro 


vai 


Leu 








165 










170 










1 / b 




Phe 


Leu 


Glu 


Asn 


Glu 


Leu 


Asp 


Tyr 


Asn 


Leu 


Lys 


Gly 


Glu 


vai 


Pro 


Ser 








180 










IOC 

18 5 










ion 

i y u 






Glu 


Glu 


Tyr 


Leu 


He 


Pro 


He 


Gly 


Lys 


Ala 


Arg 


lie 


vai 


l-» jl n 


pi m 


biy 






195 










2 00 










1 AC 








Lys 


Asp 


Leu 


Thr 


He 


He 


Ser 


His 


Ser 


Arg 


Met 


Val 


Ser 


He 


val 


Glu 




210 










215 










2 2 0 










Gin 


Ala 


Ala 


Lys 


Thr 


Ala 


Lvs 


Gin 


Arg 


Trp 


Gly 


Leu 


Ser 


He 


Glu 


Thr 


225 










230 










235 










240 


He 


Asp 


Leu 


Arg 


Thr 


He 


Lys 


Pro 


Leu 


Asp 


Val 


Ala 


Thr 


Leu 


Leu 


Thr 










245 










250 










255 




Ser 


Val 


Lys 


Lys 


Thr 


Gly 


Asn 


Cys 


Leu 


Val 


Val 


Glu 


Glu 


Gly 


His 


Tyr 








260 










265 










270 






Phe 


Cys 


Gly 


He 


Ser 


Ala 


Glu 


Val 


He 


Thr 


Thr 


He 


Thr 


Glu 


His 


He 




275 










280 










285 








Phe 


Asp 


Tyr 


Leu 


Asp 


His 


Pro 


Pro 


Leu 


Arg 


Val 


Cys 


Gin 


Lys 


Glu 


Thr 




290 










295 










300 










Pro 


Met 


Pro 


Tyr 


Asn 


Lys 


Thr 


Leu 


Glu 


Met 


Ala 


Thr 


Leu 


Pro 


Asn 


He 


305 










310 










315 










320 


Asn 


Arg 


He 


Leu 


Asp 


Ala 


He 


Glu 


Lys 


He 


Met 


Arg 











325 330 



(2) INFORMATIONS POUR LA SEQ ID NO: 197: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 12 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

<iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 1 9 9 94 1 2 0 0327 ) 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 197: 

Gin Asn Pro Lys Arg Phe Leu Met Val Phe Leu Ser lie Thr Leu Asn 

15 10 15 

Gly Phe Asp Leu Phe Asn Ser Leu lie Gly Phe Arg Glu Ala Tyr His 

20 25 30 

His Met Gin Gin Thr Gly Ser Pro lie lie Val Glu Ala Leu Cys Ser 

35 40 45 

Arg Phe Arg Gly His Ser lie Ser Asp Pro Asn Leu Tyr Arg Ser Lys 

50 55 60 

Glu Glu Met Gin Cys Leu Leu Lys Arg Asp Pro lie Leu Phe Ala Lys 

65 70 75 80 

Glu Trp Leu lie Arg Ala Asn Val Leu Ser Glu Asp Asp Phe Lys Asp 

85 90 95 

Leu Arg Gin Thr Ser Lys Thr Ala Val Leu Glu Ala Val Ala Gin Ala 

100 105 . 110 

Arg Leu Asp Pro Glu Pro Ala Val Ala Thr Leu Glu Glu Gly Val Tyr 
115 120 125 

Ala 



(2) INFORMATIONS POUR LA SEQ ID NO : 198: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 14 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

< i i i ) HYPOTHETIQUE : OU i 



(viii) POSITION DANS LE GENOME: complement ( 2 002 6 6 2 0 0685 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 198: 

Leu Cys Cys Trp Asn lie Pro Leu Arg Gin Leu Ala Ala Glu Leu Leu 

15 10 15 

Gly Lys Glu Thr Gly Cys Ala Leu Gly Arg Gly Gly Ser Met His Met 

20 25 30 

Cys Gly Asp Arg Leu Pro Gly Gly Phe Gly lie Val Gly Gly Gin lie 

35 40 45 

Pro Leu Ala Ala Gly Ala Ala Phe Ser Met Lys Tyr Gin Asn Ser Ser 

50 53 60 

Ser lie Ser Met Cys Phe lie Gly Asp Gly Ala Val Ala Gin Gly Val 
65 70 75 80 

Phe His Glu Thr Leu Asn Phe Val Ala Leu His Ser Leu Pro Leu Met 

85 90 95 

Leu lie lie Glu Asn Asn Gly Trp Ser Met Gly Thr Ala Leu His Arg 

100 105 110 

Ala lie Ala Lys Gin Pro lie Ala Glu Ser Gin Ala lie Ser Tyr Gly 

115 120 125 

Leu Ser Phe Asp His Phe Glu Trp lie Arg Phe lie 
130 135 140 



(2) INFORMATIONS POUR LA SEQ ID NO: 199: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 



975 



(A) LONGUEUR: 104 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complemen t ( 2 0 0 58 5 . . 2 0 08 9 6 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 199: 



Glu 


Asn 


Phe 


Gly 


Asn 


Ala 


Phe 


Cys 


He 


Asp 


Leu 


Leu 


Lys 


Lys 


Met 


Leu 


1 








5 










10 










15 




Leu 


He 


Arg 


Glu 
20 


Phe 


Glu 


He 


Arg 


Gly 
25 


Glu 


Glu 


Ala 


Tyr 


Leu 
30 


Glu 


Gly 


Leu 


Val 


Gly 
3 5 


Gly 


Phe 


Tyr 


His 


Ser 
40 


Tyr 


He 


Gly 


Gin 


Glu 
45 


Ala 


Val 


Ala 


Thr 


Ala 
50 


Ala 


He 


Ala 


Cys 


Thr 
55 


Gly 


Lys 


Asp 


His 


Trp 
60 


Phe 


Phe 


Ser 


Ser 


Tyr 


Arg 


Cys 


His 


Gly 


Val 


Ala 


Leu 


Leu 


Leu 


Glu 


Tyr 


Pro 


Phe 


Thr 


Thr 


65 










70 










75 










80 


Thr 


Gly 


Ser 


Arg 


Thr 


Ser 


Arg 


Glu 


Arg 


Asn 


Arg 


Val 


Cys 


Phe 


Arg 


Thr 








85 










90 










95 




Arg 


Arg 


He 


Tyr 
100 


Ala 


Tyr 


Val 


Trp 



















(2) INFORMATIONS POUR LA SEQ ID NO : 2 00: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 403 acides amines 

( B ) TYPE : acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 201169 202377 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 200: 



Ser 


Trp 


Phe 


Glu 


Val 


Leu 


Lys 


Phe 


His 


Phe 


Pro 


Cys 


Ser 


Glu 


Gly 


Leu 


1 






5 










10 










15 




He 


Arg 


Gly 


Phe 


Ser 


He 


Glu 


Phe 


Leu 


Cys 


Cys 


He 


Leu 


Thr 


Asp 


Lys 






20 










25 










30 






Lys 


He 


Gin 


Tyr 


Pro 


Leu 


Lys 


Asn 


Phe 


He 


Cys 


Val 


Glu 


Phe 


He 


Val 




35 










40 










45 








Asn 


Ser 
50 


Phe 


Phe 


Gly 


He 


Leu 
55 


Pro 


Arg 


Gly 


He 


Pro 
60 


Asn 


Val 


Gly 


Gly 


Leu 


Ser 


Glu 


Val 


Ala 


Gly 


Glu 


Asn 


Lys 


Gin 


Ser 


Leu 


Glu 


GlU 


Arg 


Glu 


65 










70 










75 










80 


Gin 


Asp 


Lys 


Glu 


Leu 


Lys 


Leu 


GlU 


Lys 


Lys 


Leu 


Leu 


Ala 


He 


Arg 


Lys 








85 










90 










95 




Arg 


He 


Lys 


Cys 
100 


Phe 


Cys 


Pro 


Gin 


Gin 
105 


Pro 


Glu 


He 


Ser 


Val 
110 


Gin 


Ala 


Ala 


Pro 


Leu 
115 


Lys 


His 


Thr 


Gly 


Thr 
120 


Phe 


Pro 


Cys 


Ser 


Glu 
125 


Glu 


Glu 


Leu 


Arg 


Asp 
130 


He 


Ser 


Asp 


Leu 


Phe 
135 


Ser 


Ser 


Leu 


Lys 


Ser 
140 


Phe 


Arg 


Gin 


Gin 



976 



Leu 


Ala 


Gin 


Leu 


Phe 


Phe 


Tyr 


Thr 


Pro 


Pro 


Leu 


Asn 


Leu 


Glu 


Trp 


Glu 


14 5 










150 










1 bb 










16 0 


Asp 


Phe 


Leu 


Lys 


Phe 


Phe 


Phe 


Ala 


Phe 


Glu 


Lys 


Arg 


Glu 


Leu 


Gly 


Gly 










165 










17 0 










175 




lie 


Leu 


Phe 


Ser 


Ala 


Gly 


Pro 


Phe 


Glu 


Ser 


Phe 


Asp 


Arg 


Tyr 


Leu 


Tyr 








18 0 










IOC 

lob 










19 0 






Gin 


Val 


Asn 


Lys 


Ala 


Arg 


Pro 


Val 


Pro 


Val 


Leu 


He 


Ala 


Thr 


Thr 


Val 






195 










200 










205 








Ser 


Tyr 


Ala 


Leu 


Gin 


Ala 


Tyr 


Cys 


Ser 


Tyr 


He 


Asn 


Arg 


Ala 


Pro 


Phe 




210 




















zzu 










Gin 


Glu 


Lys 


Glu 


Asn 


Phe 


Phe 


Gin 


Leu 


Gly 


GlU 


Ala 


Val 


Gly 


He 


Phe 


22 5 










Z 6 0 










Z3 b 










O A A 

2 4 0 


Leu 


Lys 


Glu 


Arg 


Lys 


Val 


Ser 


lie 


Ala 


Leu 


Met 


Tyr 


Lys 


Glu 


lie 


Leu 










24b 










Z b 0 










~i C C 

zbb 




Asp 


Leu 


Asp 


Asn 


Lys 


Gin 


Tyr 


Ser 


Glu 


Leu 


Cys 


Arg 


Gly 


Leu 


Gin 


Lys 








2 6 0 










2 65 










27 0 






Ser 


Gin 


He 


Val 


Gin 


Gly 


Glu 


Val 


Phe 


His 


Ser 


Ser 


Thr 


Gin 


Glu 


Arg 






275 










280 










285 








Asp 


Gly 


Leu 


Asn 


Pro 


He 


Ser 


Val 


Asn 


Tyr 


Asp 


Leu 


Met 


Gly 


Thr 


He 




2 9 0 










z y b 










"5 n n 










Ala 


Ala 


Leu 


Ser 


Val 


Asn 


He 


Asp 


Arg 


Ser 


Cys 


Leu 


Arg 


Phe 


Ser 


Gly 


3 05 










310 










315 










3 2 0 


Ser 


His 


He 


Phe 


His 


Asp 


Asp 


Glu 


Met 


Ala 


He 


Glu 


Thr 


Leu 


His 


Lys 










325 










330 










335 




Gly 


Gly 


Asp 


Val 


Phe 


Thr 


Phe 


Ser 


Ser 


Leu 


Ala 


GlU 


Phe 


Gin 


Phe 


Ser 








340 










345 










350 






Glu 


Lys 


Arg 


Leu 


Leu 


His 


Leu 


Val 


Ser 


Thr 


Gly 


Arg 


Val 


Cys 


Pro 


Glu 






355 










360 










365 








He 


He 


Arg 


Lys 


Lys 


Leu 


He 


Lys 


Val 


Leu 


Leu 


Leu 


Lys 


Lys 


Arg 


Ala 




370 










375 










380 










Leu 


Cys 


Lys 


Pro 


Phe 


Cys 


Arg 


His 


He 


Gin 


He 


Thr 


Ser 


Glu 


Thr 


Ala 


385 










390 










395 










400 


Gin 


Leu 


Asn 





























(2) INFORMATIONS POUR LA SEQ ID NO : 2 01: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 354 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui _ 



(viii) POSITION DANS LE GENOME: complement { 2 023 80 .. 2 03 44 1 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 201: 

Met Ser Gin Ser Thr Tyr Ser Leu Glu Gin Leu Ala Asp Phe Leu Lys 

1 5 10 15 

Val Glu Phe Gin Gly Asn Gly Ala Thr Leu Leu Ser Gly Val Glu Glu 

20 25 30 

He Glu Glu Ala Lys Thr Ala His He Thr Phe Leu Asp Asn Glu Lys 

35 40 45 

Tyr Ala Lys His Leu Lys Ser Ser Glu Ala Gly Ala He He He Ser 

50 55 60 

Arg Thr Gin Phe Gin Lys Tyr Arg Asp Leu Asn Lys Asn Phe Leu He 



977 



65 










"7 ft 










7 R 










80 


Thr 


Ser 


Glu 


Ser 


Pro 


Ser 


Leu 


VaX 




Gin 


Lys 


Cys 


Leu 


Glu 


Leu 


Phe 










o c 
o b 




















95 




lie 


Thr 


Pro 


Val 


Asp 


Ser 


Gly 


Phe 


Pro 


±y 


Tie 

lie 


nis 


rL \J 


X ill 


/Aid 


v a i 








100 










1 Ac; 
1U D 










1 1 KJ 






He 


His 


Pro 


Thr 


Ala 


Tin 

lie 


Tin. 

lie 


Pin 


Asp 


nib 


Vet J. 


\_ y i> 




Glu 


Pro 


xy x 






115 










ion 
1 z u 










12 5 








Ala 


Val 


Val 


Cys 


Gin 


His 


TV 1 — » 

Ala 


His 


vai 


biy 


Ser 


Ala 

/\la 


L*y i3 


Hie: 
ni o 


lie: 


vja x y 




130 










1 T C 
lJ J 










140 










Ser 


Gly 


Ser 


Val 


He 


Gly 


Ala 


Tyr 


Ser 


1111 




i_y 


Gin 


His 


Ser 


i y i 


145 








IdU 










i _j _> 










160 


He 


His 


Pro 


Arg 


Val 


Val 


Ti- 
lls 


Arg 




Arg 


Vdl 


O til 


lie 


vjiy 


T A/c 


"i y 








165. 










1 *7 n 
1 / u 










1 7 ^ 

1 / _> 




Val 


He 


He 


Gin 


Pro 


Gly 


Ala 


t r— . i 

val 


lie 


Giy 


Ser 


Cys 


oiy 


Pho 


uiy 


iy 1 








180 










1 QC 










i on 

1 -7 Li 






Val 


Thr 


Ser 


Ala 


Phe 


Gly 


Gin 


His 


Lys 


HIS 


Leu 


Lys 


rti s 


Leu 


oiy 


Lys 






195 










zUU 










o U J 








Val 


He 


He 


Glu 


Asp 


Asp 


Val 


Glu 


lie 


l» ly 


r\ Lex 


Asn 


1111 


iiii 


T] p 
lie 


Asp 




210 










Z 1 _> 










22 0 










Arg 


Gly 


Arg 


Phe 


Lys 


His 


Ser 


Val 


val 


Arg 


pin 

vj 1 Li. 




Ser 


Lys 


He 


Asp 


225 


















0 ~K S 
z j j 










240 


Asn 


Leu 


Val 


Gin 


lie 


Ala 


H1S 






pin 

V? 1 Li. 


val 


Vjt Xy 


Gin 


His 


Ser 


Met 










245 










o ^ o 










255 




He 


Val 


Ala 


Gin 


Ala 


Gly 


He 


Ala 


Gly 


Ser 


1 ill 


Lys 


Tl o 
lie 


Vj X y 


r\zy 11 


His 








260 










*■> c cr 

ZD J 










27 0 






Val 


He 


He 


Gly 


Gly 


Gin 


Ala 


oiy 


Tin 


i in 


Gly 


His 


He 




He 


Ala 






275 








280 










285 








Asp 


His 


Val 


He 


Met 


Met 


Ala 


Gin 


Thr 


Gly 


Val 


Thr 


Lys 


Ser 


He 


Thr 


290 










295 










300 










Ser 


Pro 


Gly 


He 


Tyr 


Gly 


Gly 


Ala 


Pro 


Ala 


Arg 


Pro 


Tyr 


Gin 


Glu 


He 


305 








310 










315 










320 


His 


Arg 


Gin 


Val 


Ala 


Lys 


Val 


Arg 


Asn 


Leu 


Pro 


Arg 


Leu 


Glu 


Glu 


Arg 








325 










330 










335 




He 


Ala 


Ala 


Leu 


Glu 


Lys 


Leu 


Val 


Gin 


Lys 


Leu 


Glu 


Ala 


Leu 


Ser 


GlU 








340 










345 










350 







Gin His 



(2) INFORMATIONS POUR LA SEQ ID NO: 202: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 17 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 203471 203 9 98 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 202: 

Glu Arg He Met Lys Lys Phe Leu Leu Leu Ser Leu Met Ser Leu Ser 

15 10 15 

Ser Leu Pro Thr Phe Ala Ala Asn Ser Thr Gly Thr He Gly He Val 

20 25 30 

Asn Leu Arg Arg Cys Leu Glu Glu Ser Ala Leu Gly Lys Lys Glu Ser 
35 40 45 



978 



Ala Glu Phe Glu Lys Met Lys Asn Gin Phe Ser Asn Ser Met Gly Lys 

50 55 60 

Met Glu Glu Glu Leu Ser Ser lie Tyr Ser Lys Leu Gin Asp Asp Asp 
65 70 75 80 

Tyr Met Glu Gly Leu Ser Glu Thr Ala Ala Ala Glu Leu Arg Lys Lys 

85 90 95 

Phe Glu Asp Leu Ser Ala Glu Tyr Asn Thr Ala Gin Gly Gin Tyr Tyr 

100 105 110 

Gin lie Leu Asn Gin Ser Asn Leu Lys Arg Met Gin Lys lie Met Glu 

115 120 125 

Glu Val Lys Lys Ala Ser Glu Thr Val Arg lie Gin Glu Gly Leu Ser 

130 135 140 

Val Leu Leu Asn Glu Asp lie Val Leu Ser lie Asp Ser Ser Ala Asp 
145 150 155 160 

Lys Thr Asp Ala Val lie Lys Val Leu Asp Asp Ser Phe Gin Asn Asn 
165 170 175 



(2) INFORMATIONS POUR LA SEQ ID NO: 2 03 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 7 81 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 2 04 0 59 . . 2 0 64 0 1 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 203: 

Leu Ala Val Leu Leu Leu Leu Thr Phe Ser Gin Ser Ser Phe Cys Ser 

1 5 10 15 

Thr Ser Glu Gly Arg Met Val Val Glu Ser lie Thr lie Thr Thr Gin 

20 25 30 

Gly Glu Asn Thr Gin Asn Lys Arg Ala lie Pro Lys lie Lys Thr Lys 

35 40 45 

Gin Gly Thr Leu Phe Ser Gin Ala Asp Phe Asp Glu Asp Leu Arg Thr 

50 55 60 

Leu Ser Lys Asn Phe Asp Arg Val Glu Pro lie Val Glu Phe Arg Asn 
65 70 75 80 

Gly Gin Ala Val lie Ser Leu lie Leu Thr Ala Lys Ser Val lie Arg 

85 - 90 95 

Glu lie Asn lie Ser Gly Asn Glu Ala lie Pro Thr His Lys He Leu 

100 105 110 

Lys Thr Leu Glu Leu Tyr Lys Asn Asp Leu Phe Asp Arg Glu Leu Phe 

115 120 125 

Phe Lys Asn Phe Asp Ala Leu Arg Thr Leu Tyr Leu Lys Arg Gly Tyr 

130 135 140 

Tyr Asp Ser Gin Leu Ser Tyr Ser His Asn His Asn Glu Lys Glu Gly 
145 150 155 160 

Phe He Asp He Ser He Glu He Lys Glu Gly Arg His Gly Arg He 

165 170 175 

Lys Lys Leu Thr He Ser Gly He Thr Arg Thr Glu Ala Ser Asp Leu 

.180 185 190 

Gly Asp He Val Leu Thr Lys Gin Tyr Ser Thr Thr Thr Ser Trp Phe 

195 200 205 

Thr Gly Ala Gly Val Tyr His Pro Asp Met Val Glu Gin Asp Leu Phe 



979 



210 

Ala lie Thr Asn 
225 

Ser Lys Glu Val 

Val Val Asp Lys 
260 

Gly Phe Thr Ala 
275 

Gly Pro Asn Ser 
290 

Lys lie Arg Ser 
305 

Asp Val Ser Phe 

Tyr Arg Val Ser 
340 

Lys Gly Asn Thr 
355 

Leu Phe Pro Gly 
370 

Thr Arg Leu Arg 
385 

Val Arg Ser Gin 

Val Phe lie Glu 
420 

Leu Gly Phe Ser 
435 

Glu Ser Asn Phe 
450 

Phe Lys Ser Leu 
465 

Leu Gly Asp Lys 

Phe Leu Asn Thr 
500 

Asn Lys Ala Leu 
515 

lie Ser Thr Thr 
530 

Tyr Arg Gly Ser 
545 

Ser Asn Arg Leu 

Ala Ala Gly Leu 
580 

Pro Thr Met Gly 
595 

Gly Gly Thr Tyr 
610 

Arg Leu Leu Thr 
625 

Phe lie Lys Pro 

Glu Arg Phe Phe 
660 

Phe lie lie Gly 
675 



215 

Tyr Phe Gin Asn 
230 

Ser Thr Asp Ala 
245 

Gly Pro Leu Tyr 

Leu Ser Lys Arg 
280 

Leu Tyr Cys Pro 
295 

Ala Tyr Ala Arg 
310 

Ser Ala His Pro 
325 

Glu Gly Ser Pro 

His Thr Lys His 
360 

Asp Thr Phe Tyr 
375 

Asn Thr Gly Tyr 
390 

Leu Asp Pro Leu 
405 

Val Lys Glu Thr 

Ser lie Asp His 
440 

Asp Leu Phe Gly 
455 

Arg Gly Gly Gly 

. 470 
Val Thr Asp Tyr 
485 

Pro Trp- lie Leu 

Ser Lys Asp Tyr 
520 

Tyr lie Leu Asn 
535 

Gin Thr Ser Leu 
550 

Gly Pro Asp Leu 
565 

Asn Val Leu Tyr 

lie Arg Ser Phe 
600 

Gin Phe Thr Lys 
615 

Lys Lys Gly Val 
630 

Phe Gly Thr Thr 
645 

Leu Gly Gly Glu 

Pro Lys Phe Ser 
680 



220 



T .wc 
Xj_y i> 


vr 










jL j D 




Lys 


\J3 ±y 


Asn 


j. ± e 




Z jU 






XliL 


Leu 




il JL o 


O £ C 








Leu 


Leu 


Asp 


Lys 


Asp 


Lys 


Tl Q 

lie 


Trp 








jUU 


Tyr 




Tyr 


va x 






TIC 
jl J 




rpVir 
1 XIX. 


Leu 


ir X 


vul 




jJU 






Tyr 


Lys 


x xe 


o xy 


1 A C 








Asp 


Val 


He 


Leu 


Arg 


Leu 


Lys 


Leu 








•3 on 
J 0 U 


pne 


Lys 


Ser 


vax 






"3QC 

j y d 




Asp 


Ser 


Asn 


Asp 




4 1 u 






pin 


rp"l_ v - 

inr 




Asn 


/IOC 
D 








Leu 


Phe 


Gly 


Gly 




Arg 


Asn 


Xt Li 










pin 


±yr 


Leu 


Phe 






a n ^ 




X I IX. 


v d J. 


Xj_y o 


ixp 




A QD 








V ai 


n. 1 1 1 

vjXu 


■ L6U 


DUD 








Ser 


Val 


Asp 


Thr 


Asp 


Lys 


Leu 


Lys 








D4± U 


Ser 


Leu 


Arg 


Xjy S 






c c c 
bbb 




Asp 


ser 


Asn 


Lys 




D / U 






Asp 


Ser 


Tl ft 

lie 


Asp 


r Q r 








Leu 


Asn 


Xaa 


Glu 


Leu 


Thr 


Ala 


Ser 








620 


Leu 


Lys 


Xaa 


Arg 






635 




Thr 


Ala 


Gin 


Gly 




650 






Thr 


Thr 


Val 


Arg 


665 








Pro 


Thr 


Glu 


Pro 



Asp Ala Lys Val 
240 

Thr Leu Leu He 
255 

Val His He Glu 
270 

Gin Leu Leu Val 
285 

Thr Gly Ala Gin 

Asn Thr Asn Val 
320 

Tyr Asp Val Thr 
335 

Leu He Lys He 
350 

His Glu Thr Ser 
365 

Glu Asp Thr Glu 

Ser Val Tyr Thr 
400 

Leu Tyr Arg Asp 
415 

Leu Gly Leu Phe 
430 

Ala Glu He Ala 
445 

Leu Lys Lys Gly 

Leu Lys Ala Asn 
480 

Thr Lys Pro His 
495 

Asp Lys Ser He 
510 

Tyr Gly Gly Asn 
525 

Tyr Gly Met Tyr 

Lys Thr Ser Ser 
560 

Gly Phe Val Ser 
575 

Asn Pro Arg Lys 
590 

Leu Ser Gly Leu 
605 

Gly Ser He Tyr 

Ala Glu Ala Xaa 
640 

He Pro Val Ser 
655 

Gly Tyr Lys Pro 
670 

Gin Gly Gly Leu 
685 



980 



Ser 


Ser 
690 


Leu 


Leu 


Leu 


Thr 


Glu 
695 


Glu 


Fxie 


bin 


Tyr 


Pro 
700 


Leu 


lie 


Ser 


bin 


Pro 


Cys 


He 


Asn 


Ala 


Phe 


Val 


Phe 


Leu 


Asp 


Ser 


Gly 


Phe 


lie 


Gly 


lie 


705 










710 










715 










720 


Glu 


Glu 


His 


Thr 


He 
725 


Arg 


Leu 


Lys 


Asp 


Leu 
730 


Cys 


Ser 


Ser 


Ala 


Gly 
735 


Phe 


Gly 


Leu 


Arg 


Phe 
740 


Asp 


Met 


Met 


Asn 


Asn 
745 


Val 


Pro 


He 


Met 


Leu 
750 


Gly 


Trp 


Gly 


Trp. 


Pro 
755 


Phe 


Arg 


Pro 


Thr 


Glu 
760 


He 


Leu 


Asn 


Asn 


Glu 
765 


Lys 


He 


Asp 


Val 


Ser 
770 


Gin 


Arg 


Phe 


Phe 


Phe 
775 


Ala 


Leu 


Gly 


Gly 


Val 
780 


Phe 









(2) INFORMATIONS POUR LA SEQ ID NO: 204: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 205 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 2 06811 .. 2 0742 5 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 204: 



He 


Gly 


Leu 


Lys 


Asp 


Met 


Leu 


Lys 


Tyr 


Pro 


Asp 


Tyr 


He 


Ser 


Lys 


Leu 


1 








5 










10 










15 




He 


Ser 


Phe 


Leu 
20 


Lys 


Lys 


Leu 


Pro 


Gly 
25 


He 


Gly 


Phe 


Lys 


Ser 
30 


Ala 


Glu 


Lys 


He 


Ala 
35 


Phe 


Glu 


Leu 


Leu 


Glu 
40 


Trp 


Asp 


Pro 


Ser 


Gin 
45 


He 


Glu 


Ala 


Met 


Ala 
50 


Leu 


Ala 


Leu 


Gin 


Glu 
55 


Phe 


Ser 


Thr 


Ser 


His 
60 


Ala 


Thr 


Cys 


Ser 


Asn 


Cys 


Phe 


Cys 


Leu 


Lys 


He 


Ser 


Gin 


Thr 


Ser 


Pro 


Cys 


Asn 


Phe 


Cys 


65 










70 










75 










80 


Ser 


Glu 


Ser 


Arg 


Asp 
85 


Ser 


Ser 


Ser 


Leu 


Cys 
90 


He 


Val 


Ala 


Thr 


Pro 
95 


Lys 


Asp 


Val 


Phe 


Ala 
100 


Leu 


Glu 


Lys 


Ser 


Lys 
105 


He 


Phe 


Lys 


Gly 


His 
110 


Tyr 


Phe 


Val 


Leu 


Gly 
115 


Asn 


Leu 


Leu 


Ser 


Pro 
120 


He 


Thr 


Gly 


Lys 


His 
125 


Leu 


Ser 


Leu 


Glu 


Lys 
130 


Leu 


Ala 


He 


Leu 


Lys 
135 


Gin 


Arg 


He 


Glu 


Ala 
140 


Cys 


Ser 


Pro 


Lys 


Glu 


Met 


He 


He 


Ala 


Leu 


Asp 


Ala 


Thr 


Leu 


Glu 


Gly 


Asp 


Ala 


Thr 


Ala 


145 










150 










155 










160 


Leu 


Phe 


Leu 


Lys 


Gin 
165 


Glu 


Phe 


Ser 


Tyr 


Leu 
170 


Pro 


He 


Lys 


He 


Ser 
175 


Arg 


Leu 


Ala 


Leu 


Gly 
180 


Met 


Pro 


Val 


Gly 


Leu 
185 


Ser 


Phe 


Asp 


Phe 


Val 
190 


Asp 


Ala 


Asn 


Thr 


Leu 
195 


Ala 


Arg 


Ala 


Phe 


Ser 
200 


Gly 


Arg 


Asn 


Cys 


Phe 
205 









(2) INFORMATIONS POUR LA SEQ ID NO : 2 05: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 3 27 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 207548 208528 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 205: 



Val 


Arg 


Ala 


Ser 


He 


Trp 


Gly 


Thr 


Giy 


Ser 


Tyr 


Leu 


Pro 


Lys 


Lys 


lie 


1 






5 










10 










1 b 




Leu 


Thr 


Asn 


Ala 
20 


Asp 


Leu 


Glu 


Lys 


lie 
2 b 


vai 


bill 


Thr 


Ser 


Asp 




Trp 


lie 


Ser 


Thr 
35 


Arg 


Thr 


Gly 


He 


Lys 

A t\ 

4 U 


Glu 


Arg 


Arg 


He 


Ala 

A ^ 
ft D 


Ser 


Ala 


Glu 


Glu 


Phe 
50 


Ser 


Ser 


Phe 


Met 


Gly 
b b 


Ala 


Lys 


Ala 


Ala 


Glu 

D U 


Lys 


Ala 


He 


Glu 


Ala 


Ala 


Lys 


He 


Ser 


Lys 


Ser 


(jin 


vai 


Asp 


Cys 


T1 Q 

lie 


Val 




Q Q v- 


X 11X. 


65 








/ U 










7 ^ 










8 0 


Ala 


Ala 


Pro 


Asp 


Tyr 
85 


lie 


rfle 


Pro 


Ser 


O /-N f- 

y u 


nla 


7\ "1 -a 




Ala 


Gin 


Ala 


Tyr 


Leu 


Gly 


lie 


Lys 


Glu 


lie 


Pro 


nla 




Asp 


v_ y t> 


Jucr Li. 


Ala 


Ala 


Cys 






100 










1 U b 










I 1 n 

I I u 






Thr 


Gly 


Phe 


Leu 


Tyr 


Gly 


Leu 




lie 


/\ j. a. 


Lys 


nx a, 


iyr 


v a X 


Glu 


S er 




115 










1Z U 










1Z J 








Gly 


Met 


Tyr 


Gin 


Cys 


Val 


Leu 


Val 


He 


Ala 


Ala 


Asp 


Lys 


Leu 


Ser 


Ser 


13 0 










1-5 b 










x *± \J 










Phe 


Val 


Asn 


Tyr 


Gin 


Asp 


Arg 


Asn 


Thr 


Cys 


v ai 


Leu 


ir ne 


biy 


Asp 


X _y 


145 








Ijv 










J. J -J 










160 


Gly 


Ser 


Ala 


Cys 


lie 


vai 


biy 


nlS 


Ser 


Arg 


IT -L 


Gly 


Ala 


Leu 


Glu 


He 








165 










170 










175 




Ser 


Lys 


Val 


Asn 


Leu 


Gly 


Ala 


Asp 


Gly 


Lys 


Gin 


Gly 


Asp 


Leu 


Leu 


Arg 






180 










185 










190 






Leu 


Pro 


Ala 
195 


Gly 


Gly 


Ser 


Arg 


Cys 
200 


Pro 


Ala 


Ser 


Gin 


Asp 
205 


Thr 


Val 


Gin 


Asn 


His 
210 


Gin 


His 


Phe 


He 


Thr 
215 


Met 


Glu 


Gly 


Lys 


GlU 
220 


Val 


Phe 


Lys 


His 


Ala 


Val 


Arg 


Arg 


Met 


Glu 


Phe 


Ala 


Ala 


Lys 


Thr 


Cys 


He 


Thr 


Glu 


Ala 


225 








230 










235 










240 


Gly 


Leu 


Gin 


Glu 


Lys 


Asp 


He 


Asp 


Trp 


Leu 


Val 


Pro 


His 


Gin 


Ala 


Asn 








245 










250 










255 




Glu 


Arg 


He 


He 


Asp 


Ala 


Ue 


Ala 


Lys 


Arg 


Phe 


Ala 


Val 


Lys 


Asp 


Ser 






260 










265 










270 






Arg 


Val 


Phe 


Lys 


Thr 


Leu 


Ala 


Lys 


Tyr 


Gly 


Asn 


Thr 


Ala 


Ala 


Ser 


Ser 




275 










280 










285 








Val 


Gly 
290 


He 


Ala 


Leu 


Asp 


Glu 
295 


Leu 


Leu 


Arg 


Thr 


His 
300 


Asp 


He 


His 


Val 


Ala 


Glu 


Arg 


Leu 


Leu 


Leu 


Val 


Ala 


Phe 


Gly 


Gly 


Gly 


Leu 


Ser 


Trp 


Gly 


305 








310 










315 










320 


Ala 


Val 


He 


Leu 


Gin 


Gin 


Val 





















325 



(2) INFORMATIONS POUR LA SEQ ID NO : 2 06: 

(i) CARACTERISTIQUES DE LA SEQUENCE; 
(A) LONGUEUR: 3 08 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 208548 2 0 947 1 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 206: 



Met 


Asp 


Arg 


Val 


Gly 


Leu 


Leu 


Phe 


Pro 


Gly 


Gin 


Gly 


Ser 


Gin 


Phe 


Val 


1 








5 










10 










15 




Gly 


Met 


Gly 


Arg 


Asp 


Leu 


Tyr 


Gin 


Gin 


Ser 


Ser 


Glu 


Val 


Ala 


Arg 


Leu 








20 










25 










30 






Phe 


Ser 


Gin 


Ala 


Asp 


Glu 


Phe 


Leu 


Gly 


Phe 


Ser 


Leu 


Ser 


Ser 


He 


Met 






35 










40 










45 








Phe 


Glu 


Gly 


Pro 


Glu 


Glu 


Val 


Leu 


Leu 


Lys 


Thr 


Ser 


Asn 


Ser 


Gin 


Leu 




50 










55 










60 










Ala 


He 


Tyr 


Leu 


His 


Ser 


Leu 


Ala 


Val 


Leu 


Glu 


Val 


Leu 


Ser 


Thr 


His 


65 










70 










75 










80 


Cys 


Pro 


Phe 


Glu 


Pro 


He 


Leu 


Val 


Ser 


Gly 


Leu 


Ser 


Leu 


Gly 


Glu 


Tyr 










85 










90 










95 




Thr 


Ala 


Leu 


Thr 


Ala 


Ser 


Lys 


Arg 


He 


Ser 


Leu 


Glu 


Asp 


Gly 


Leu 


Arg 








100 










105 










110 






lie 


Val 


Gin 


Lys 


Arg 


Ala 


Glu 


Leu 


Met 


Asn 


Ala 


Ala 


Cys 


Glu 


Glu 


Ser 






115 










120 










125 








Ser 


Gly 


Ala 


Met 


Ala 


Ala 


Val 


Leu 


Gly 


Leu 


Thr 


Ala 


Asp 


Val 


Val 


Leu 




130 










135 










140 










Pro 


Ala 


Leu 


Glu 


Ser 


Leu 


Gly 


Glu 


Gly 


He 


Trp 


Val 


Ala 


Asn 


Tyr 


Asn 


145 










150 










155 










160 


Ala 


Pro 


Lys 


Gin 


He 


Val 


He 


Ala 


Gly 


He 


Arg 


Asn 


Lys 


Val 


Glu 


Glu 










165 










170 










175 




Ala 


Ser 


Val 


He 


Leu 


Arg 


Glu 


Leu 


Gly 


Ala 


Lys 


Lys 


Val 


Val 


Met 


Leu 








180 










185 










19G 






Lys 


Val 


Ala 


Gly 


Ala 


Phe 


His 


Thr 


Pro 


Leu 


Met 


Gin 


Thr 


Ala 


Gin 


Asp 






195 










200 










205 








Glu 


Leu 


Ala 


Pro 


Tyr 


Leu 


Tyr 


Gin 


Leu 


Ala 


He 


Lys 


Asp 


Ser 


Asn 


Val 




210 










215 










220 










Ala 


Phe 


Ala 


Ser 


Asn 


Val 


He 


Gly 


GlU 


Leu 


Val 


Tyr 


GlU 


Ser 


GlU 


Ala 


225 










230 










235 










240 


lie 


Arg 


Ser 


Leu 


Xaa 


Val 


Arg 


Gin 


Met 


Thr 


Ser 


Pro 


Thr 


Leu 


Trp 


Tyr 










245 










250 










255 




Gin 


Thr 


Cys 


Phe 


Gin 


He 


Asp 


Pro 


Lys 


Val 


Asp 


Leu 


Phe 


Leu 


Glu 


Leu 








260 










265 










270 






Gly 


Pro 


Gly 


Asn 


Val 


Leu 


Thr 


Gly 


Leu 


Ser 


Arg 


Ser 


He 


Gly 


Leu 


Ser 






275 










280 










285 








Ser 


Pro 


Cys 


Lys 


His 


Leu 


Gly 


Ser 


Met 


Glu 


Asp 


He 


Glu 


Asn 


Phe 


Cys 




290 










295 










300 










Arg 


Xaa 


Cys 


Glu 



























305 



(2) INFORMATIONS POUR LA SEQ ID NO: 207: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 248 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME : 20947 1 2 102 14 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 207: 



Met 


Xaa 


Gly 


Leu 


Leu 


Val 


Asn 


Lys 


Thr 


Ala 


He 


Val 


Thr 


Gly 


Gly 


Ser 


1 








5 










10 










15 




Arg 


Gly 


He 


Gly 


Phe 


Ser 


He 


Ala 


Lys 


Leu 


Phe 


Ala 


Glu 


Gin 


Gly 


Ala 








20 










25 










30 






Asn 


Val 


Gin 


He 


Trp 


Gly 


He 


Asn 


Gly 


Glu 


Ala 


Gly 


Gin 


Ala 


Ala 


Ala 






35 










40 










45 








Gin 


Thr 


Leu 


Ser 


Glu 


Gin 


Thr 


Gly 


Arg 


Gin 


Val 


Ser 


Phe 


Ala 


Leu 


Val 




50 










55 










60 










Asp 


Val 


Ser 


Lys 


Asn 


Asp 


Met 


Val 


Ser 


Ala 


Gin 


Val 


Gin 


Asn 


Phe 


Leu 


65 










70 










75 










80 


Ser 


Glu 


Tyr 


Asn 


Thr 


He 


Asp 


Val 


He 


Val 


Asn 


Asn 


Ala 


Gly 


He 


Thr 








85 










90 










95 




Arg 


Asp 


Ala 


Leu 


Leu 


Met 


Arg 


Met 


Ser 


Glu 


Glu 


Glu 


Trp 


Ser 


Ser 


Val 




100 










105 










110 






He 


Asn 


Thr 


Asn 


Leu 


Gly 


Ser 


lie 


Tyr 


Asn 


val 


Cys 


Ser 


Ala 

Ala 


Val 


±ie 






115 










120 










125 








Arg 


Pro 


Met 


He 


Lys 


Ala 


Arg 


Ser 


Gly 


Ala 


He 


He 


Asn 


He 


Ser 


Ser 




130 










135 










140 










He 


Val 


Gly 


Leu 


Arg 


Gly 


Ser 


Pro 


Gly 


Gin 


Thr 


Asn 


Tyr 


Ala 


Ala 


Ala 


145 










150 










155 










160 


Lys 


Ala 


Gly 


He 


He 


Gly 


Phe 


Ser 


Lys 


Ala 


Leu 


Ser 


Lys 


Glu 


Val 


Gly 








165 










170 










175 




Ser 


Lys 


Asn 


He 


Arg 


Val 


Asn 


Cys 


lie 


Ala 


Pro 


Gly 


Phe 


He 


Asp 


Thr 








180 










185 










190 






Asp 


Met 


Thr 


Lys 


Ser 


Leu 


Asn 


Asp 


Asn 


Leu 


Lys 


Asn 


Glu 


Trp 


Leu 


Lys 






195 










200 










205 








Gly Val 


Pro 


Leu 


Gly 


Arg 


Val 


Gly 


Met 


Pro 


Glu 


Glu 


He 


Ala 


Lys 


Ala 




210 










215 










220 










Ala 


Leu 


Phe 


Leu 


Xaa 


Ser 


Asp 


Gly 


Ser 


Ser 


Tyr 


He 


Thr 


Gly 


Gin 


Val 


225 










230 










235 










240 


Leu 


Ser 


Val 


Asp 


Gly 


Gly 


Met 


Ala 



















245 



(2) INFORMATIONS POUR LA SEQ ID NO: 208: 

(i) CARACTERISTIQUES DE -LA SEQUENCE: 

(A) LONGUEUR: 77 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 2 10586 2 108 1 6 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 208: 

Met Ser Leu Glu Asp Asp Val Lys Ala. He He Val Asp Gin Leu Gly 
15 10 15 

Val Ser Pro Glu Asp Val Lys Val Asp Ser Ser Phe He Glu Asp Leu 
20 25 30 
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Asn Ala Asp Ser 
35 

Lys Phe Ala Phe 
50 

Val Gly Asp Val 
65 



Leu Asp Leu Thr 
40 

Glu lie Ser Glu 
55 

lie Lys Tyr lie 
70 



Glu Leu lie Met 

Asp Asp Ala Glu 
60 

Gin Glu His Gin 
75 



Thr Leu Glu Glu 
45 

Gin Leu Arg Thr 
Asn 



(2) INFORMATIONS POUR LA SEQ ID NO: 209: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 150 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 2 10883 2 1 13 3 2 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 209: 



Leu 


Val 


Pro 


Ser 


Phe 


Lys 


Ser 


Leu 


Val 


Gly 


Gly 


Thr 


Ser 


Leu 


Asn 


Leu 


1 








5 










10 










15 




He 


Asp 


Lys 


Ala 


Phe 


Leu 


Leu 


Lys 


Lys 


Thr 


Xaa 


Leu 


Phe 


Ala 


Ser 


Leu 








20 










25 










30 






Asp 


Met 


Asp 


Val 


Leu 


Leu 


Ser 


He 


Ala 


Asp 


Lys 


Ser 


Glu 


Val 


Met 


Leu 






35 










40 










45 








Phe 


Lys 


Ala 


Gly 


Ser 


Glu 


He 


Phe 


Ser 


Glu 


Gly 


Gin 


Pro 


Ser 


Phe 


Ser 




50 










55 










60 










Leu 


Tyr 


Val 


He 


Ala 


Glu 


Gly 


Cys 


Val 


Arg 


He 


Phe 


Ala 


Lys 


Glu 


Pro 


65 










70 










75 










80 


Thr 


He 


Asn 


Val 


Arg 


Leu 


Lys 


Pro 


Leu 


Asp 


Cys 


Phe 


Gly 


Glu 


Glu 


Ser 










85 










90 










95 




Phe 


Phe 


Asn 


Asn 


Lys 


Val 


Arg 


Glu 


Tyr 


Ser 


Ala 


Glu 


Ala 


He 


Thr 


Leu 








100 










105 










110 






Val 


Lys 


Thr 


Leu 


He 


Leu 


Asn 


Lys 


Gly 


Gin 


Phe 


Leu 


Ser 


He 


He 


Glu 






115 










120 










125 








Glu 


Cys 


Pro 


Ser 


Val 


Ser 


Leu 


Val 


Leu 


Leu 


Glu 


Phe 


Tyr 


Ser 


Lys 


Gin 




130 










135 










140 










He 


Val 


Phe 


Arg 


Asp 


Gin 























145 150 



(2) INFORMATIONS POUR LA" SEQ ID NO: 210: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 53 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement { 2 11374 2 12 978 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 210: 

Asn Leu Leu Leu Ser Cys Gly Asp Val His Leu Arg Thr Thr Met Phe 
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1 

lie His Pro Ala 
20 

Tyr Ser Phe Ser 
35 

Arg Asn Leu Ser 
50 

Trp Phe Ala Asp 
65 

Ser Val Thr His 

Phe Gin His Leu 
100 

Leu Leu His Met 
115 

Asn Met Leu Lys 
130 

Leu Leu Lys Arg 
145 

Ala Leu His Leu 

lie Ala Asp Asp 
180 

Val Leu lie Val 
195 

Ala Glu Lys His 
210 

He He Lys Gly 
225 

Phe Pro He He 

Leu Gin Ala Cys 
260 

Gin Tyr Gly Arg 
275 

Gin Ala Ala Gin 
290 

Ser Leu Val Tyr 
305 

Leu Arg Lys Leu 

He Pro He Leu 
340 

Cys Arg He Met 
355 

Leu Lys Arg Leu 
370 

Leu Phe Tyr Asp 
385 

Tyr Asp Leu His 

Glu Val Asn Phe 
420 

Tyr Ala Asp Val 

. 435 
Arg Ala Gin Ala 
450 

Phe Thr Leu Val 
465 



5 

Pro He Arg Thr 

Asn He Xaa Arg 
40 

Leu Glu Ser He 
55 

Met Asn Asp Thr 
70 

Leu Lys Asn Pro 
85 • 

Leu Asn Leu Lys 

Asn Lys Leu Gly 
120 

Asn Ser Val Trp 
135 

Trp Ser Ser Leu 
150 

Tyr Phe Val Glu 
165 

Leu Tyr Asp Gin 

Arg Lys His Lys 
200 

Leu Ser Glu He 
215 

Leu Ser He Leu 
230 

Leu Pro Phe Leu 
245 

Leu Ser Leu Glu 

Thr Val Leu Asn 
280 

Ala Leu Leu Asn 
295 

Glu Phe Val Leu 
310 

Ala Glu Thr He 
325 

He Glu Met Val 

Ala Ala Lys Ala 
360 

Ala Leu Lys He 
375 

Tyr His Lys Asn 
390 

Leu Leu He Glu 
405 

Met Leu Ala Phe 

Leu He Arg Ser 
440 

Leu Glu Ser Leu 
455 

Thr Pro Phe Val 
470 



Leu 


Tyr 


Tyr 


His 


25 








Thr 


His 


Tyr 


Ser 


His 


Arg 


Arg 


Arg 








60 


Glu 


Lys 


Arg 


Gin 






75 




Gin 


Glu 


Arg 


Asn 




90 






Asn 


Arg 


Ala 


Val 


105 








Leu 


Ser 


Gly 


Lys 


Ala 


Lys 


Asp 


Phe 








140 


Pro 


Gin 


His 


Pro 






155 




His 


Asp 


Phe 


Leu 




170 






Ser 


Gly 


Asp 


Arg 


185 








Pro 


Gly 


Gly 


Glu 


Leu 


Glu 


Ser 


Glu 








220 


Ala 


Leu 


Glu 


Arg 






235 




Thr 


His 


Pro 


Asn 




250 






Thr 


Cys 


Ala 


Asp 


265 








Thr 


Leu 


Lys 


Lys 


Thr 


Leu 


Ala 


Ala 








300 


Ala 


Ser 


Val 


Gin 






315 




Asp 


Ala 


Ser 


Leu 




330 






Ala 


Asp 


His 


Ser 


345 








Leu 


Ser 


His 


He 


Leu 


Lys 


Ser 


Lys 








380 


Phe 


He 


Gin 


Lys 






395 




Ser 


Leu 


Glu 


Ala 




410 






Leu 


Ala 


He 


Val 


425 








Leu 


Thr 


Gly 


Lys 


Glu 


Lys 


Asp 


Cys 



460 

Tyr Arg Asp Lys 
475 



15 

Phe Arg Arg Val 
30 

Lys Ala lie Leu 
45 

Ser He Arg Glu 

Ala Glu He Leu 
80 

Gin Met Phe Ala 
95 

Leu Pro Asn Leu 
110 

Leu Lys Thr Leu 
125 

Leu Thr Leu Glu 

Thr He Ala Ala 
160 

Tyr Val Ser Asp 
175 

Leu Phe Thr Ala 
190 

Tyr Gin Ala Leu 
205 

Asp Pro Glu Leu 

Ser Pro Ser Asn 
240 

Glu Gin Val Phe 
255 

Lys Gin Tyr Ala 
270 

Thr Lys Asp Thr 
285 

Leu Leu Asp Ala 

Leu Lys Ser Val 
320 

Pro Lys Glu Cys 
335 

Leu His Asn Ser 
350 

Asp Ser Arg Gin 
365 

Ala Ala Lys Ala 

Arg Tyr Pro Arg 
400 

Asn Tyr Gin Ala 
415 

Gly Ser Ser Asp 
430 

Asn Leu Lys Ala 
445 

Glu Asn His Leu 

His Thr Ser Asp 
480 
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Glu Lys Tyr Tyr Met Lys Lys Gly 
485 

Leu Leu Asn Arg Leu Glu Gin Thr 
500 

Ala Gin Gin Leu Lys Glu Gly Ala 
515 520 
Phe Cys Ser Thr Lys Leu Cys 
530 535 



Val Glu Pro Leu Ala lie Glu Glu 

490 495 
Pro Phe Leu Phe Ser Lys Leu lie 
505 510 
Phe Ser Leu Arg Cys Arg Val Leu 
525 



(2) INFORMATIONS POUR LA SEQ ID NO: 211: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 402 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 212875 214080 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 211: 

Ser Leu Arg Ala Leu Arg Phe Leu Leu Ser Leu Arg Arg Gly Glu Glu 

! 5-10 15 

Lys Arg Ala Leu Leu Phe Leu Leu Leu Gly Leu He Trp Ser Val Ala 

20 25 30 

Cys Tyr Gly Ser Leu Ala Leu Gly Glu Ser Xaa Phe Leu Glu Glu He 

35 40 45 

Gly Ala Glu Lys Leu Pro Phe Ala Tyr Leu Gly Ala Ser Phe Phe Leu 

50 55 60 

Cys Phe He Ser Cys Leu He Leu Tyr Asn Leu Ser Arg Lys Arg Val 
65 70 75 80 

Ser Pro Lys Ala Leu Phe Leu Ser Phe He Ser Cys Val Leu He Cys 

85- 90 95 

Asn Leu Tyr Leu Phe Trp His Leu Ala He His Lys Gly Val Ser Gly 

100 105 HO 

Thr Pro Thr Phe Leu Tyr Arg He Leu He Trp Gly Leu Thr He Leu 

115 120 125 

Cys Tyr Ala Asn Phe Trp Gly Phe He Asp Gin Phe Phe Asn He Gin 

130 135 140 

Asp Ala Lys Arg His Phe Cys He Phe Asn Ala He Thr Phe Cys Gly 
145 150 155 160 

Asp Phe Leu Gly Ala Arg He Val Asn Gin He Gin Tyr Leu Gly Ala 

165 170 175 

Glu Leu He Leu Leu Ala Phe He Val Val He Thr Phe He Phe Pro 

180 185 190 

Leu Val His Tyr He Ser Ser Ser Leu Lys Glu Leu Ser Glu Asp His 

195 200 205 

Asp Leu Phe Leu Asp Thr Gly Tyr Pro Pro Ser Thr Lys Gin Thr Leu 

210 215 220 

Lys Leu Cys Leu Lys Asp Lys Tyr Thr Phe Tyr Leu Val Ser Phe Tyr 
225 230 235 240 

Phe Leu Met Gin Leu Leu Val Val Phe Thr Glu Phe Asn Tyr Leu Lys 

245 250 255 

He Phe Asp Ala Gin Phe Gly Asn Ala Glu Thr Cys Glu Leu Thr Glu 

260 265 270 

Asn Phe Thr Lys Tyr Ser Ser Trp He Ser Leu Gly Asn Met Phe Phe 
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275 280 285 



Ala 


Leu 
290 


Phe 


Ala 


Tyr 


Ser 


Arg 
295 


Val 


He 


Thr 


Arg 


Phe 
300 


Gly 


He 


Asn 


Asn 


He 


He 


Leu 


Phe 


Ala 


Pro 


He 


Cys 


Phe 


Phe 


Ser 


Leu 


Phe 


Cys 


Cys 


Trp 


305 










310 










315 










320 


Ser 


He 


Lys 


Thr 


Ser 


Val 


Phe 


He 


Ala 


Thr 


Met 


Gly 


Met 


He 


Ala 


Arg 








325 










330 










335 




Glu 


Gly 


Leu 


Ala 


Tyr 


Ala 


Leu 


Asp 


Asp 


Asn 


Asn 


Leu 


Gin 


Leu 


Leu 


He 






340 










345 










350 






Tyr 


Gly 


He 


Pro 


Asn 


Lys 


He 


Arg 


Asn 


Gin 


Val 


Arg 


He 


Ala 


He 


Glu 


355 










360 










365 








Ser 


Phe 
370 


Val 


Glu 


Leu 


Arg 


Gly 
375 


Cys 


Ser 


Ser 


Ala 


His 
380 


Tyr 


Tyr 


Val 


Tyr 


Ser 


Ser 


Arg 


Thr 


Asn 


Thr 


Tyr 


Ser 


Val 


Leu 


Ser 


Phe 


Pro 


Pro 


Cys 


Val 


385 








390 










395 










400 



Phe Phe 



(2) INFORMATIONS POUR LA SEQ ID NO: 212: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 181 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 2141 68 2 14710 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 212: 



Gly 


Asn 


Val 


Met 


Thr 


Tyr 


Ser 


Met 


Ser 


Asp 


He 


Ala 


His 


Lys 


Phe 


Asp 


1 








5 










10 










15 




He 


Ser 


Asn 


Pro 
20 


Thr 


Ser 


Pro 


Ala 


Pro 
25 


Ser 


Arg 


Lys 


Arg 


Gly 
3 0 


Ser 


Phe 


Pro 


Pro 


Gin 
35 


Ser 


Pro 


Ser 


Ala 


Val 
40 


Gly 


Ser 


Leu 


Glu 


Gly 
45 


Ala 


Asn 


Phe 


Ser 


Thr 


Trp 


Gly 


Pro 


Gly 


Pro 


Phe 


Phe 


Thr 


Val 


Pro 


Val 


Tyr 


Pro 


Gin 




50 








55 










60 










Gin 


Leu 


Ala 


Ala 


Met 


Gin 


Asn 


Asn 


Leu 


Phe 


Thr 


Leu 


Gin 


Thr 


Glu 


Val 


65 










70 










75 










80 


Ser 


Ala 


Leu 


Lys 


Lys 


Lys 


Leu 


Val 


Gin 


Ser 


Ser 


Gin 


Thr 


Arg 


Gly 


Ser 








85 










90 










95 




Leu 


Gly 


Leu 


Gly 


Pro 


Gin 


Phe 


Leu 


Ala 


Ala 


Cys 


Leu 


Val 


Ala 


Ala 


Thr 






100 










105 










110 






He 


Leu 


Ala 
115 


Val 


Ala 


Val 


He 


Val 
120 


Leu 


Ala 


Ser 


Leu 


Gly 
125 


Leu 


Gly 


Gly 


Val 


Leu 
130 


Pro 


Phe 


Val 


Leu 


Val 
135 


Cys 


Leu 


Ala 


Gly 


Ser 
140 


Thr 


Asn 


Ala 


He 


Trp 


Ala 


He 


Val 


Ser 


Ala 


Ser 


He 


Thr 


Thr 


Leu 


He 


Cys 


Cys 


Val 


Ser 


145 










150 










155 










160 


He 


Ala 


Cys 


He 


Phe 


Leu 


Ala 


Lys 


Cys 


Asp 


Lys 


Gly 


Ser 


Asp 


Pro 


Gin 








165 










170 










175 




Thr 


Leu 


Tyr 


Val 
180 


Ser 
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(2) INFORMATIONS POUR LA SEQ ID NO: 213: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 2 147 54 215143 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 213: 

Phe Thr Glu Gly Asn Met Val His Ser Val Tyr Asn Ser Leu Ala Pro 

15 10 15 

Glu Gly Phe Ser Gin Val Ser lie Gin Pro Ser Gin lie Pro Thr Ser 

20 25 30 

Lys Lys Val Met lie Ala lie Met Thr Leu Phe Ala Leu Thr Ala lie 

35 40 45 

Ala Ala lie Val Leu Ser lie Val Thr Val Cys Gly Gly Phe Pro Phe 

50 55 60 

Leu Leu Ala Ala Leu Asn Thr Val Thr lie Gly Ala Cys Val Ser Leu 
65 70 75 80 

Pro He Phe Thr Cys He Ala Thr Thr Leu Leu Leu Leu Cys Leu Arg 

85 90 95 

Asn He Glu Leu Leu Gly Gin Thr Ala Ser He Asp Pro Leu His Ser 

100 105 110 

He Gin Pro Asn Lys Thr Ser Arg Asn Arg Val Val Ala Gin Gin Lys 
115 120 125 

Met Ser 
130 



(2) INFORMATIONS POUR LA SEQ ID NO: 214: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 49 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 2 1523 6 21 67 05 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 214: 



Met 


Asn 


Lys 


Lys 


Asn 


Thr 


Val 


Phe 


Ser 


Ser 


Arg Leu 


Gly 


Phe 


He 


Leu 


1 








5 










10 








15 




Ser 


Met 


Met 


Gly 


Val 


Ala 


lie 


Gly 


Ala 


Gly Asn He 


Trp 


Arg 


Phe 


Pro 








20 










25 








30 






Arg 


Met 


Val 


Ala 


Gin 


Asn 


Gly 


Gly 


Gly 


Thr 


Phe He 


Leu 


Leu 


Trp 


Leu 






35 










40 








45 








Leu 


Phe 


Leu 


He 


He 


Trp 


Ser 


He 


Pro 


Leu 


He He 


Val 


Glu 


Leu 


Ser 




50 










55 








60 










He 


Gly 


Lys 


Leu 


Thr 


Arg 


Lys 


Ala 


Pro 


He 


Gly Ala 


Leu 


He 


Arg 


Thr 


65 










70 










75 








80 


Ala 


Gly 


Pro 


Lys 


Ser 


Ala 


Trp 


Leu 


Gly 


Gly 


Phe He 


Val 


Leu 


Val 


Ala 
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85 










90 










95 




Thr 


Cys 


He 


Leu 


Gly 


Tyr 


Tyr 


Ser 


Asn 


He 


Val 


Gly 


Trp 


Gly 


Phe 


Ser 






100 










105 










110 






Tyr 


Phe 


Phe 


Tyr 


Ser 


Leu 


Ser 


Gly 


Lys 


He 


Val 


Pro 


Gly 


Asn 


His 


Phe 




115 










120 










125 








Pro 


Gin 
130 


Leu 


Trp 


Ala 


His 


His 
135 


Cys 


Gin 


Ser 


Trp 


Met 
140 


Pro 


Leu 


Ser 


Cys 


His 


Cys 


Leu 


Ala 


Leu 


Phe 


Leu 


Ala 


Tyr 


Cys 


He 


He 


Arg 


Lys 


Gly 


He 


145 








150 










155 










160 


Val 


Asn 


Gly 


He 


Glu 


Thr 


Cys 


Asn 


Lys 


He 


Leu 


He 


Pro 


Phe 


Phe 


Phe 








165 










170 










175 




He 


Cys 


Ala 


Leu 


Val 


Leu 


Leu 


Ala 


Arg 


Ala 


Val 


Ser 


Leu 


Pro 


His 


Ala 






180 










185 










190 






Trp 


Glu 


Gly 


He 


Arg 


Leu 


Leu 


Phe 


Val 


Phe 


Asn 


Lys 


Ala 


Ser 


Leu 


Cys 




195 










200 










205 








Asp 


Tyr 
210 


Lys 


Val 


Trp 


He 


Glu 
215 


Ala 


Leu 


Thr 


Gin 


Asn 
220 


Ala 


Trp 


Asp 


Thr 


Gly 


Ala 


Gly 


Trp 


Gly 


Leu 


Leu 


Leu 


Val 


Tyr 


Ala 


Gly 


Phe 


Ala 


Ser 


Lys 


225 










230 










235 










240 


Gin 


Thr 


Ser 


Leu 


Val 
245 


Thr 


Asn 


Gly 


Ala 


He 
250 


Thr 


Ala 


He 


Thr 


Asn 
255 


Asn 


Phe 


lie 


Ser 


Phe 
260 


Leu 


Met 


Ala 


Val 


He 
265 


Val 


Phe 


Ser 


Ala 


Cys 
270 


Ala 


Ser 


Leu 


Asp 


Ser 


Thr 


Glu 


Met 


Leu 


Gly 


Leu 


Arg 


Glu 


Gly 


Val 


Gly 


Ala 


Ser 




275 










280 










285 








Asn 


He 


Gly 


Met 


Ala 


Phe 


He 


Tyr 


Leu 


Pro 


Glu 


Leu 


Phe 


Thr 


Arg 


Leu 




290 








295 










300 










Pro 


His 


Ala 


His 


He 


Leu 


Ser 


Thr 


Phe 


Phe 


Ser 


Ala 


He 


Phe 


Phe 


Leu 


305 










310 










315 










320 


Ala 


Phe 


Ser 


Met 


Ala 
325 


Ala 


Leu 


Ser 


Ser 


Met 
330 


He 


Ser 


Met 


Leu 


Phe 
335 


Leu 


Leu 


Ser 


Gin 


Thr 
340 


Leu 


Thr 


Glu 


Phe 


Gly 
345 


He 


Lys 


Lys 


His 


He 
350 


Ala 


Glu 


Ser 


Ser 


Ala 
355 


Thr 


He 


Ala 


Ala 


Phe 
360 


Leu 


He 


Gly 


Val 


Pro 
365 


Ser 


Ala 


Leu 


Asn 


Leu 
370 


Gin 


Phe 


Phe 


Asp 


Asn 
375 


Gin 


Asp 


He 


Val 


Trp 
380 


Gly 


He 


Ala 


Leu 


He 


Leu 


Asn 


Gly 


Met 


He 


Phe 


He 


Tyr 


Ser 


Ala 


Leu 


Ser 


Tyr 


Gly 


He 


385 










390 










395 










400 


Lys 


Arg 


Leu 


Arg 


Gin 


Asp 


Val 


He 


Asn 


Ser 


Val 


Pro 


Gly Asp 


Tyr 


Lys 






405 










410 










41b 




Leu 


Lys 


Thr 


Tyr 


Phe 


Asp 


Met 


Leu 


Val 


Lys 


Phe 


Leu 


Leu 


Pro 


Leu 


Glu 






420 










425 










430 






Gly 


Val 


Leu 


Leu 


Leu 


Ala 


Trp 


Tyr 


Phe 


Tyr 


Glu 


Gly 


Ala 


Met 


Leu 


Pro 




435 










440 










445 








Gin 


Ala 
450 


Tyr 


Trp 


Trp 


Asn 


Pro 
455 


Phe 


Val 


Ser 


Tyr 


Asn 
460 


He 


Ser 


Ser 


Leu 


Leu 


Met 


Gin 


Trp 


Gly 


Leu 


Gly 


Gly 


Gly 


Val 


Leu 


Phe 


Leu 


Leu 


Asn 


Arg 


465 










470 










475 










480 


Lys 


Leu 


Tyr 


Thr 


Lys 


Phe 


Tyr 


Leu 


Asn 


Asn 















485 490 



(2) INFORMATIONS POUR LA SEQ ID NO: 215: 

(i) CARACTERISTIQUES DE LA SEQUENCE; 

(A) LONGUEUR: 342 acides amines 

(B) TYPE:'acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 2 168 92 2 17 9 17 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 215: 

Lys Ser Met Val Ser Val Val Arg Ser Ser Leu Tyr Tyr Thr Leu Leu 

1 5 10 15 

Thr Thr Leu lie Ser Ala Ala lie Ala Leu Val Leu Phe lie Phe lie 

20 25 30 

Lys Pro Ser Val Pro Leu Ser Gly Phe Asn Ala Ala Thr Glu Thr Asn 

35 40 45 

Ala Thr Gly Tyr Leu Ser Val Leu Ser Lys Thr lie Pro Gly Asn lie 

50 55 60 

Leu Glu Pro Phe Leu Glu Ser Asn Val lie Ala Ala Ala Phe Leu Ser 
65 70 75 80 

Ala Leu Leu Ala Thr Phe Ser Leu Ser Leu Pro Glu Asn Glu Arg Leu 

85 90 95 

Phe Val Arg Asn Ala Phe Asn Thr Leu Phe Ser Leu Leu Leu Ser lie 

100 105 110 

Ser Lys Gly lie Leu Lys Met Leu Pro Leu Ala Thr Phe Ala Phe Ser 

115 120 125 

Leu Leu Phe Val Arg Glu Met Arg Thr Gly Asn Leu Glu Leu Ser Ser 

130 135 140 

Phe Gly Glu Tyr Leu Phe Cys lie Val Thr Ala Asn Cys Leu Gin Gly 
145 150 155 160 

Phe Leu Val Leu Pro Leu Leu Leu Lys Met Lys Gly lie Ser Pro Leu 

165 170 175 

Arg Thr Phe Lys Leu Met Ser Arg Pro Leu Ala Thr Ala Phe Phe Ser 

180 185 190 

Lys Ser Ser Ala Val Thr Leu Pro Leu Thr Met Glu Val Ala Glu Glu 

195 200 205 

Asn Leu His lie Arg Pro Thr lie Ser Arg Phe Val Phe Pro Leu Cys 

210 215 220 

Ser Val lie Asn Met Asn Ala Cys Ala Ala Phe lie Leu Thr Thr Val 
225 230 235 240 

Leu Phe Val Gly Val Ser Asn Gly lie Val Phe Ser Pro Leu Ser Leu 

245 250 255 

lie Ser Trp Val Phe lie Ala Thr Leu Ala Ala Val Gly Asn Ala Gly 

260 265 270 

Val Pro Met Gly Cys Tyr Phe Leu Thr Ser Ser Leu Leu Ala Ser Met 

275 280 285 

Asn Val Pro Leu Gly Leu treu Gly Leu lie Leu Pro Ala Tyr Ala Leu 

290 295 300 

Leu Asp Met Leu Glu Thr Leu lie Asn Val Trp Ser Asp Cys Cys lie 
305 310 315 320 

Val Ser Val lie Asn Lys Lys Phe Ser Glu Thr Glu Asp Leu Pro Pro 

325 330 335 

Cys Ser Tyr Thr Asn Glu 

340 ■ - 



(2) INFORMATIONS POUR LA SEQ ID NO: 216: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 118 acides amines 

(B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 217088 .. 217441 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 216: 

His Pro He Gly Thr Pro Ala Phe Pro Thr Ala Ala Lys Val Ala He 

1 5 10 15 

Lys Thr Gin Leu He Ser Asp Lys Gly Glu Lys Thr He Pro Leu Glu 

20* 25 30 

Thr Pro Thr Asn Ser Thr Val Val Arg Met Asn Ala Ala Gin Ala Phe 

35 40 45 

He Leu He Thr Glu His Arg Gly Lys Thr Lys Arg Glu He Val Gly 

50 55 60 

Arg Met Cys Lys Phe Ser Ser Ala Thr Ser Met Val Lys Gly Arg Val 
65 70 75 80 

Thr Ala Glu Asp Leu Glu Lys Asn Ala Val Ala Arg Gly Arg Asp Met 

85 90 95 

Ser Leu Asn Val Arg Lys Gly Glu He Pro Phe He Leu Arg Arg Arg 

100 105 110 

Gly Arg Thr Arg Asn Pro 
115 



(2) INFORMATIONS POUR LA SEQ ID NO : 217: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 113 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 2 183 64 .. 2 187 02 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 217: 



Met 


Ser 


Cys 


Ser 


Asn 


Val 


Asn 


Ser 


Gly 


Ala 


Pre 


Ala 


Thr 


Leu 


Phe 


Ala 


1 






5 










10 










15 




Lys 


Gly 


Ala 


Ala 


Ala 


He 


Ser 


Ser 


Arg 


Val 


Asp 


Thr 


Met 


Arg 


Gin 


Met 




20 










25 










30 






Cys 


Ser 


Ala 


Arg 


Val 


Gly 


Ser 


Lys 


Thr 


Cys 


Gly 


He 


Ala 


Leu 


He 


lie 




35 










40 










45 








He 


Gly 
50 


Leu 


Leu 


Val 


Ala 


Thr 
55 


Ala 


Gly 


Val 


Val 


He 
60 


Ala 


Ala 


Val 


Gly 


He 


Gly 


Thr 


Pro 


Ala 


Ser 


Leu 


Ala 


Ala 


Gly 


Met 


He 


Leu 


Val 


Met 


Val 


65 








70 










75 










80 


Gly 


Ser 


Leu 


Leu 


Leu 


Gly 


Leu 


Gly 


Leu 


Ala 


Arg 


Ala 


Arg 


Ser 


Arg 


Arg 








85 










90 










95 




Val 


Glu 


He 


Glu 
100 


Arg 


Gin 


Leu 


Glu 


Val 
105 


Val 


Ser 


Met 


Gin 


He 
110 


Glu 


Glu 



Leu 
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(2) INFORMATIONS POUR LA SEQ ID NO: 218: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 105 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 2 1869 5 .. 2 1 9 009 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 218: 



Arg 


Ser 


Phe 


Glu 


Glu 


Glu 


Tyr 


Lys 


Ala 


Leu 


Ser 


Glu 


Val 


Tyr 


Arg 


Ala 


1 








5 










10 










15 




Asn 


Leu 


Glu 


Ala 
20 


Arg 


Arg 


Ala 


Val 


Ser 
25 


Lys 


Tyr 


Cys 


Gin 


Glu 
30 


Leu 


Glu 


Glu 


Lys 


He 


Leu 


Asp 


Leu 


Cys 


Lys 


Arg 


His 


Ala 


Ala 


Thr 


He 


Cys 


Ser 




35 










40 










45 








He 


Glu 


Glu 


Asp 


Ala 


Lys 


Gin 


Glu 


He 


Arg 


His 


Gin 


Thr 


Glu 


Arg 


Phe 




50 








55 










60 










Lys 


Gin 


Arg 


Leu 


Gin 


Gin 


Asn 


Gin 


Asn 


Thr 


Cys 


Ser 


Gin 


He 


Thr 


Ala 


65 








70 










75 










80 


Glu 


Leu 


Cys 


Lys 


Leu 


Arg 


Ser 


Glu 


Asn 


Lys 


Ala 


Leu 


Ser 


Glu 


Arg 


Leu 






85 










90 










95 




Gin 


Val 


Gin 


Ala 
100 


Ser 


Arg 


Arg 


Lys 


Lys 
105 

















(2) INFORMATIONS POUR LA SEQ ID NO: 219: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 190 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(Viii) POSITION DANS LE GENOME: 2 19 17 9 2 1 9748 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 219: 



Arg 


Arg 


Arg 


Phe 


Phe 


Phe 


Thr 


Val 


Ala 


Asn 


Ser 


Phe 


Leu 


Arg 


Arg 


Asp 


1 




5 










10 










15 




Lys 


He 


Tyr 


Phe 


Val 


Phe 


Asn 


Lys 


Arg 


Glu 


Tyr 


Leu 


Phe 


Gin 


Asn 


Phe 




20 










25 










30 






Gly 


Tyr 


Ser 


Phe 


Ser 


Tyr 


Arg 


Arg 


Arg 


Phe 


Ser 


Cys 


Cys 


Arg 


Trp 


Gly 


35 










40 










45 








He 


Ser 


Phe 


Gly 


Phe 


Val 


Arg 


Tyr 


Asn 


Val 


He 


Phe 


Thr 


Val 


He 


Gly 




50 










55 










60 










He 


Pro 


Ala 


Leu 


He 


He 


Gly 


Ser 


Ala 


Cys 


Val 


Gly 


Ala 


Gly 


He 


Ser 


65 










70 










75 










80 


Arg 


Leu 


Met 


Tyr 


Arg 


Ser 


Ser 


Tyr 


Ala 


Ser 


Leu 


Glu 


Ala 


Lys 


Asn 


Val 








85 










90 










95 




Leu 


Ala 


Glu 


Gin 


Arg 


Leu 


Arg 


Asn 


Leu 


Ser 


Glu 


Glu 


Lys 


Asp 


Ala 


Leu 








100 










105 










110 






Ala 


Ser 


Val 


Ser 


Phe 


He 


Asn 


Lys 


Met 


Phe 


Leu 


Arg 


Gly 


Leu 


Thr 


Asp 
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115 

Asp Leu Gin Ala 
130 

Leu Asp Arg Leu 
145 

Leu Val Leu Ser 

Lys Ala Ala Leu 
180 



120 

Leu Glu Ala Lys 
135 

Glu Lys Asn Glu 
150 

Ser Tyr Thr Arg 
165 

Lys Ala Ser lie 



Val Met Glu Phe 
140 

Gin Ala Leu Leu 
155 

Trp Leu Asp Ser 
170 

Asp Ala Asn Gin 
185 



125 

Glu lie Asp Cys 

Ser Asp Val Arg 
160 

Ala Glu Lys Glu 
175 

Ala Ser 
190 



(2) INFORMATIONS POUR LA SEQ ID NO: 220: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 180 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

<iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 2 19 89 1 . . 2 2 04 3 0 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 22 0: 



Thr 


Glu 


Pro 


Cys 


Phe 


Arg 


He 


Leu 


Phe 


Tyr 


Thr 


Leu 


Val 


Ser 


Arg 


Asp 


1 






5 










10 










15 




Glu 


Arg 


Arg 


Val 


Lys 


Val 


Phe 


Tyr 


Val 


Lys 


Asn 


He 


Cys 


Val 


Phe 


Leu 






20 










25 










30 






Pro 


Ser 


Arg 


Val 


Leu 


Ser 


Arg 


Pro 


Phe 


Phe 


Gly 


Pro 


Glu 


Ser 


Thr 


Met 






35 










40 










45 








Ser 


Tyr 


Leu 


Phe 


Cys 


Ser 


Ser 


Cys 


Ala 


Pro 


Thr 


Leu 


Glu 


Ser 


Pro 


Ala 




50 










55 










60 










Glu 


Leu 


Cys 


Leu 


Tyr 


Lys 


Thr 


His 


He 


Tyr 


Cys 


Lys 


Arg 


Arg 


Gly 


Asn 


65 








7 0 










75 










80 


He 


Glu 


Phe 


Ala 


Val 


Ser 


Leu 


Gly 


He 


Phe 


Ala 


He 


Leu 


Ser 


Cys 


Val 










85 










90 










95 




Ala 


Leu 


Leu 


Cys 


Leu 


Leu 


Cys 


Arg 


Gly 


Ser 


Ser 


Leu 


Val 


Phe 


Ala 


Gly 








100 










105 










110 






Leu 


Gly 


He 


Gly 


Ala 


He 


Met 


He 


Gly 


Ser 


Val 


Ala 


Leu 


Gly 


Val 


Gly 






115 










120 










125 








Leu 


Thr 


Phe 


Leu 


Tyr 


Trp 


Ser 


Cys 


Ser 


Arg 


Gly 


Leu 


Gin 


Asn 


Arg 


He 




130 










135 










140 










Arg 


Thr 


Asn 


He 


Leu 


Ala 


Ser 


Ser 


Asp 


Ser 


Ser 


Ser 


Leu 


Ser 


Ser 


Ser 


145 










150 










155 










160 


Lys 


Ser 


Asp 


Phe 


Ser 


Leu 


Glu 


Phe 


Glu 


Leu 


Asn 


Glu 


Ala 


Asp 


Val 


Thr 






165 










170 










175 





He Ser Val Ser 
180 



(2) INFORMATIONS POUR LA SEQ ID NO: 221: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 192 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 22 04 9 9 .. 22 1 074 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 221: 

Leu Pro Leu Lys Tyr lie Lys lie Phe Thr Leu lie Ser Phe Pro Val 

15 10 15 

Ala Cys Arg Pro Phe Leu Arg Asn Arg Gly Ala Met Phe Asn lie Ser 

20 25 30 

Phe Cys Cys Asn Ser Ser Lys Pro Leu Arg Ala Asp His Thr Glu Thr 

35 40 45 

lie Gly Ala Gin Thr Thr Thr Ser Arg Lys Glu Gin Leu Leu Ala lie 

50 55 60 

Gly Ala Leu Val Leu Gly Val Leu Ala Val Leu Gly Gly Ala Leu Leu 
65 70 75 80 

Leu Leu Phe Ser Gly Ser Val Leu Ser Leu Phe Ala Pro lie Leu Ser 

85 90 95 

Leu Leu Ala Met Thr Leu Gly Ser Ala Cys lie Gly Gly Ser Leu Val 

100 105 110 

Tyr Met Tyr Gly Phe Ser Leu Lys Pro Thr Arg Leu Pro Ser Glu Ser 

115 120 125 

Ser Gly Leu Ala Pro Glu Ala Val Thr Pro Gly Leu Val Leu Ser Tyr 

130 135 140 

Gin Glu Leu Leu Tyr Glu Ala Glu Glu Asp Leu Lys Glu Val Glu Gly 
145 150 155 160 

Leu Leu Ala Gin Lys Ser Lys Asp Leu Glu Leu Ala Gin Lys Lys He 

165 170 175 

Glu Gin Leu Gin Ser Gly Leu Lys Cys Val Leu Glu Glu Ser Leu Arg 
180 185 190 



(2) INFORMATIONS POUR LA SEQ ID NO: 222: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 135 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 221137 221 54 1 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 222: 

Gly He Val Val Gin Gin Lys Leu Arg Tyr Ser Glu Asn Val Ala Asn 

1 5 10 15 

Asn Ser Phe He His Arg Ser Lys Arg Tyr Gin Leu Phe Val Val Val 

20 25 30 

Leu Thr Ser Leu Leu Ala Ala Leu Gly Gly Val Phe Leu Cys Leu Gly 

35 40 45 

Gly Val Tyr Ser Ser Leu Val Leu Gly Val Val Gly Gly Ala Ala He 

50 55 60 

He Gly Ser Cys He Gly Ala Phe Gly Leu Val Ser Tyr Leu Leu Ser 
65 70 75 80 

Val He Arg Asn Ser Asp Gin Leu Leu Gin Glu Ala Lys Glu Ser Asp 

85 90 95 

Arg Lys He Ser Ser His Tyr Arg Val Leu Glu Thr Gin Lys Asn Arg 



995 



100 105 110 

Glu lie Gly Leu Leu Glu Glu Arg Val Asn Met Leu Asp Gly Phe Tyr 

115 120 125 

Ala Lys Phe His Gly Trp Asp 
130 135 



(2) INFORMATIONS POUR LA SEQ ID NO: 223: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 164 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 221601 222092 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 223: 



Arg 


Lys 


Ala 


Ser 


Leu 


Leu 


He 


Thr 


Asp 


Leu 


Phe 


Tyr 


Leu 


Lys 


Trp 


Asp 


1 






5 










10 










15 




Ala 


Met 


Ser 


Phe 


Val 


Gly 


Asp 


Ser 


Val 


Pro 


Leu 


Arg 


Ser 


Tyr 


Met 


Pro 








20 










25 










30 






Glu 


Ala 


Pro 


Leu 


Val 


Asp 


Ser 


Ala 


Ser 


Lys 


Ala 


Arg 


Val 


Ser 


Cys 


Cys 






35 










40 










45 








Ser 


Glu 


Arg 


He 


Ala 


Val 


Leu 


Ala 


Leu 


Gly 


He 


Leu 


Ser 


He 


Leu 


Phe 




50 










55 










60 










He 


Val 


Thr 


Gly 


Ala 


Ala 


Leu 


Phe 


He 


Gly 


Ala 


Gly 


Trp 


Thr 


Thr 


Leu 


65 








70 










75 










80 


Pro 


Met 


He 


Asn 


Val 


Val 


Val 


Thr 


Leu 


Val 


Val 


Phe 


Gly 


Ser 


Val 


Met 










85 










90 










95 




Leu 


Gly 


Ala 


Val 


Leu 


Thr 


Arg 


He 


Ser 


Gly 


Tyr 


Gly 


Gly 


Glu 


Pro 


Lys 








100 










105 










110 






Lys 


Val 


Ser 


Leu 


Asp 


Arg 


Phe 


Val 


Leu 


Glu 


Asn 


Glu 


Arg 


Gin 


Gly 


Phe 




115 










120 










125 








Leu 


Asp 


Lys 


Gin 


Arg 


Leu 


Ala 


Asp 


He 


Ser 


Lys 


Glu 


Glu 


He 


Ala 


Leu 




130 










135 










140 










Ala 


Lys 


Gin 


Gin 


He 


Glu 


Glu 


Glu 


Lys 


Glu 


Ala 


He 


Leu 


His 


Ser 


He 


145 








150 










155 










160 


Phe 


Pro 


Asn 


Asp 



























(2) INFORMATIONS POUR LA SEQ ID NO: 224: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 273 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 222472 223 2 9 0 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 224: 
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Arg Lys Gly Gly Lys Met Val Ser Leu Ala Leu Gly Thr Ser Asn Arg 

1 5 10 15 

Val Glu Ala Asn Asn Gly lie Asn Asp Leu Ser Pro Ala Pro Glu Ala 

20 25 30 

Lys Lys Thr Gly Phe Gly Leu Cys Tyr Lys lie Ser Ala Val Ala Ala 

35 40 45 

Leu Val Leu Gly Leu Leu Ala Ala Ala Gly Gly Ala Val Val Leu Ala 

50 55 60 

Leu Phe Cys Thr Phe Thr Pro Pro Leu Phe Phe Tyr Ala Gly Val Ala 
65 70 75 80 

Leu Val Ala Leu Gly Ala Val lie Leu Gly Val Gly Val Ser Asn Thr 

85 90 95 

Cys Ser Cys Cys Leu Arg Ser Lys Arg He Glu Ala Arg Glu Gin Leu 

100 105 HO 

Leu Leu Gin Gin Lys Glu Glu He Ser Gin Leu Glu Gin Gin Leu Ala 

115 120 125 

Lys Ala Leu Gly Glu Leu Asp Thr Lys Cys Ala Ser Leu Leu Glu Arg 

130 135 140 

Ara Asp Leu Arg Glu Asn Leu Lys Ala Trp Gin Ala Tyr Cys Leu Asn 
145 150 155 160 

Leu Glu Glu Asp Val Arg Asp Leu Leu Lys Lys Leu Glu Gly Tyr Gin 

165 170 175 

Glu Arg Leu Lys Val Leu Pro Ala Lys Glu Lys Gin He Glu Glu Leu 

180 185 190 

Lys Ala Met Leu Glu His Tyr Ser Arg He Cys Tyr Glu Arg Gly Asp 

195 200 205 

Leu He Arg Met. Leu Lys Thr Ala Asn Lys Lys Leu Ser Lys Glu Cys 

210 215 220 

Glu Lys Leu Leu Leu Asn Tyr Lys Ala His Leu Asp Val Cys Leu Gly 
225 230 235 240 

Glu Lys Val Leu Ala Lys Ser Val Asn Leu He Asp Leu Asp Leu Lys 

245 250 255 

Ser Asp Ser Ser Asp Gly Asp Asp Tyr Asp Phe Asn Tyr Gly Ser Arg 
260 265 270 

Val 



(2) INFORMATIONS POUR LA SEQ ID NO: 2 25: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 128 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 22343 5 223 818 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 225: 

Met Arg Cys Cys Cys Val Arg Thr Asn Cys Glu Glu Val Arg Ser Ser 

1 5 io 15 

Ser Thr Gly Asp Gin Val Val Ser Ala Val Lys Glu Arg Lys Cys Asp 

20. 25 30 

Ser Ser Leu Arg Arg Lys He Ala Ser Val Ala Phe Thr Leu He Gly 

35 40 45 

Ala Leu Leu Leu Gly He Gly Met Val Leu Ser Phe Ala Leu Leu Gly 
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50 55 60 



Ser 


Ser 


Ala 


Gly 


Leu 


He 


Gly Val 


Gly 


Val 


Leu 


Ser 


Ala 


Leu 


Gly 


Ala 


65 








70 








75 










80 


Val 


Cys 


Leu 


Ser 


Leu 


Gly 


Leu Tyr 


Lys 


Leu 


Phe 


Leu 


Arg 


Met 


Lys 


Arg 








85 








90 










95 




Val 


Ser 


Leu 


Asp 


Lys 


Ala 


Glu Gin 


Lys 


Met 


Leu 


Glu 


Asp 


Gin 


Val 


Glu 








100 








105 










110 






Leu 


Leu 


Arg 


Gin 


Glu 


Asn 


Gin Glu 


Leu 


Lys 


Ala 


He 


Ser 


Val 


Phe 


His 



115 120 125 



(2) INFORMATIONS POUR LA SEQ ID NO : 22 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 298 acides amines 

{ B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 2 2427 8 .. 2 2 5 17 1 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 226: 



Met 


Ala 


His 


Thr 


He 


Arg 


Phe 


Thr 


Lys 


Phe 


Ser 


Phe 


Pro 


Leu 


Tyr 


Phe 


1 








5 










10 










15 




Ser 


Lys 


Thr 


Leu 


Ser 


Trp 


Phe 


He 


He 


Gly 


Gly 


Phe 


Leu 


Ala 


Ala 


Cys 






20 










25 










30 






Val 


Val 


His 


Met 


He 


Leu 


Ala 


Pro 


Asn 


Asp 


Leu 


He 


Asp 


Gly 


Gly 


He 






35 










40 










45 








Val 


Gly 


Leu 


Ser 


Met 


He 


Ala 


Ala 


His 


Ser 


Phe 


Gly 


His 


Gin 


Phe 


Leu 




50 










55 










60 










Pro 


Val 


Phe 


Leu 


Val 


Leu 


Phe 


Asn 


Leu 


Pro 


Phe 


He 


He 


Leu 


Ala 


Tyr 


65 










70 










75 










80 


Lys 


Arg 


He 


Gly 


Lys 


Tyr 


Phe 


Val 


Val 


Gin 


Met 


He 


Thr 


Ala 


Val 


He 






85 










90 










95 




He 


Phe 


Ser 


Cys 


Trp 


Leu 


Trp 


Leu 


He 


Glu 


Val 


Leu 


Pro 


Glu 


Trp 


Leu 








100 










105 










110 






Gly 


He 


Gin 


Pro 


Phe 


He 


Phe 


Asp 


Gly 


Ser 


Glu 


He 


Glu 


Thr 


He 


Val 




115 










120 










125 








Leu 


Gly 


Gly 


Val 


Val 


Leu 


Gly 


Ala 


Gly 


Gly 


Gly 


Leu 


He 


He 


Arg 


His 




130 








135 










140 










Gly 


Gly 


Ala 


Thr 


Asp 


Gly 


Thr 


Glu 


He 


Leu 


Gly 


He 


He 


Val 


Asn 


Lys 


145 








150 










155 










160 


Lys 


Arg 


Gly 


Tyr 


Thr 


Val 


Gly 


Gin 


Val 


He 


Leu 


Phe 


Val 


Asn 


Phe 


Phe 






165 










170 










175 




He 


Phe 


Ser 


Leu 


Gly 


Gly 


He 


Val 


Tyr 


Arg 


Asn 


Trp 


His 


Thr 


Ala 


Phe 








180 










185 










190 






Met 


Ser 


Leu 


Leu 


Thr 


Tyr 


Ala 


Val 


Ala 


He 


Lys 


Val 


Met 


Asp 


Met 


Val 






195 










200 










205 








He 


Leu 


Gly 


Phe 


Glu 


Asp 


Thr 


Lys 


Ser 


Val 


Thr 


He 


He 


Thr 


Ser 


Ser 




210 








215 










220 










Pro 


Arg 


Lys 


Leu 


Gly 


Asn 


He 


Leu 


Met 


Glu 


Thr 


Leu 


Gly 


Val 


Gly 


Leu 


225 






230 










235 










240 


Thr 


Tyr 


Leu 


His 


Ala 


Glu 


Gly 


Gly 


Phe 


Ser 


Gly 


Glu 


Pro 


Arg 


Asn. 


Leu 








245 










250 










255 




Leu 


Tyr 


He 


Val 


Val 


Glu 


Arg 


Leu 


Gin 


Leu 


Ser 


Gin 


Leu 


Lys 


Glu 


He 






260 










265 










270 
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Val His Arg Glu Asp Pro Ser Ala Phe lie Ala lie Glu Asn Leu His 

275 280 285 

Glu Val He Asn Glu Lys Arg Thr Ser His 
290 295 



(2) INFORMATIONS POUR LA SEQ ID NO: 227: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 185 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 225174 22 5728 ) 



(xi) 


DESCRIPTION DE LA 


SEQUENCE: SEQ ID NO: 


227 










He 


Ser 


Gly 


Ala 


Ser 


Gly 


He 


Xaa 


Leu 


Ala 


Val 


Thr 


Leu 


Val 


Ser 


Glu 


1 






5 










10 










15 




Leu 


Ala 


Arg 


Leu 


Gly 


His 


His 


He 


Asp 


Val 


He 


He 


Ser 


Pro 


Ser 


Ala 








20 










25 










30 






Gin 


Lys 


Thr 


Leu 


Tyr 


Tyr 


Glu 


Leu 


Asp 


Thr 


Lys 


Ser 


Phe 


Leu 


Ser 


Thr 




35 










40 










45 








He 


Pro 


Gin 


Asn 


Phe 


His 


Asn 


Gin 


He 


Val 


Leu 


His 


His 


He 


Ser 


Ser 




50 










55 










60 










He 


Glu 


Ser 


Ser 


Val 


Ser 


Ser 


Gly 


Ser 


Asn 


Thr 


Val 


Asp 


Ala 


Thr 


He 


65 










70 










75 










80 


He 


Val 


Pro 


Cys 


Ser 


Val 


Ala 


Thr 


Val 


Ala 


Ala 


He 


Ser 


Cys 


Gly 


Leu 








85 










90 










95 




Ala 


Asp 


Asn 


Leu 


Leu 


Arg 


Arg 


Val 


Ala 


Asp 


Val 


Ala 


Leu 


Lys 


Glu 


Lys 






100 










105 










110 






Arg 


Pro 


Leu 


He 


Leu 


Val 


Pro 


Arg 


Glu 


Ala 


Pro 


Leu 


Ser 


Ala 


He 


His 




115 










120 










125 








Leu 


Glu 


Asn 


Leu 


Leu 


Lys 


Leu 


Ala 


Gin 


Asn 


Gly 


Ala 


Val 


He 


Leu 


Pro 




130 










135 










140 










Pro 


Met 


Pro 


He 


Trp 


Tyr 


Phe 


Lys 


Pro 


Gin 


Thr 


Ala 


Glu 


Asp 


He 


Ser 


145 










150 










155 










160 


Asn 


Asp 


He 


Val 


Gly 


Lys 


He 


Leu 


Ala 


He 


Leu 


Gin 


Leu 


Asp 


Ser 


Pro 








165 










170 










175 




Leu 


He 


Lys 


Arg 


Trp 


Glu 


Asn 


Pro 


Arg 






















180 










185 

















(2) INFORMATIONS POUR LA SEQ ID NO: 228: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 72 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 225334 225549 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 228: 



999 



Lys Phe Ser Lys Cys lie Ala Asp Arg Gly Ala Ser Arg Gly Thr Arg 

15 10 15 

lie Arg Gly Leu Phe Ser Phe Arg Ala Thr Ser Ala Thr Leu Leu Lys 

20 25 30 

Arg Leu Ser Ala Lys Pro His Glu lie Ala Ala Thr Val Ala Thr Leu 

35 40 45 

Gin Gly Thr lie lie Val Ala Ser Thr Val Phe Glu Pro Asp Asp Thr 

50 55 60 

Glu Leu Ser lie Glu Asp lie Trp 
65 70 



(2) INFORMATIONS POUR LA SEQ ID NO: 22 9; 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 288 acides amines. 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 2 2574 9 .. 22 6 6 12 ) 



(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 229: 



Tyr 


Ala 


Leu 


Phe 


Ala 


Ala 


Leu 


Phe 


Leu 


Ala 


Ser 


Ser 


Thr 


Leu 


Phe 


Cys 


1 








5 










10 










15 




Phe 


Ser 


Leu 


Pro 


Cys 


Thr 


Pro 


Phe 


Ser 


Leu 


Phe 


Ser 


Leu 


Gly 


Ser 


He 








20 










25 










30 






Lys 


Thr 


He 


Ser 


Leu 


Gly 


Gly 


Ser 


Ala 


Phe 


Phe 


He 


Ala 


Arg 


Ala 


Leu 




35 










40 










45 








Gly 


Met 


He 


Val 


Asn 


Gin 


Val 


Val 


Asp 


Cys 


Ala 


He 


Asp 


Lys 


Arg 


Asn 


50 










55 










60 










Pro 


Arg 


Thr 


Gin 


Ser 


Arg 


Val 


Leu 


Pro 


Ala 


Glu 


Leu 


Leu 


Ser 


He 


Lys 


65 








70 










75 










80 


His 


Ser 


Met 


Leu 


Leu 


Leu 


Thr 


Leu 


Cys 


Leu 


He 


Leu 


Phe 


Leu 


Ser 


Thr 










85 










90 










95 




Cys 


Trp 


Leu 


Phe 


Asn 


Pro 


Leu 


Cys 


Phe 


Ser 


Leu 


Ala 


Val 


Leu 


Ser 


Thr 




100 










105 










110 






Leu 


He 


Met 


He 


He 


Tyr 


Pro 


Tyr 


Thr 


Lys 


Arg 


Phe 


Thr 


Phe 


Leu 


Cys 






115 










120 










125 








His 


Trp 


He 


Leu 


Gly 


Leu 


Val 


Tyr 


Tyr 


Leu 


Ala 


He 


Leu 


Met 


Asn 


Phe 




130 










T35 










140 










Phe 


Ala 


He 


He 


Glu 


Thr 


Pro 


Ser 


Phe 


Ser 


Leu 


Phe 


Cys 


Met 


Ser 


Ser 


145 










150 










155 










160 


Leu 


Leu 


Gly 


He 


Ser 


Phe 


Gly 


Met 


He 


He 


Ala 


Ala 


Asn 


Asp 


He 


He 








165 










170 










175 




Tyr 


Ala 


Leu 


Gin 


Asp 


Val 


Glu 


Phe 


Asp 


Gin 


Lys 


Glu 


Gly 


Leu 


Phe 


Ser 






180 










185 










190 






lie 


Pro 


Ala 


Arg 


Phe 


Gly 


Thr 


Lys 


Gin 


Ala 


He 


Thr 


He 


Ala 


Ser 


Ala 






195 










200 










205 








Asn 


Leu 


He 


Xaa 


Ser 


Ala 


He 


Ala 


Tyr 


Leu 


Leu 


He 


Gly 


Tyr 


Phe 


Val 




210 










215 










220 










Pro 


Asn 


Lys 


Thr 


He 


Phe 


Tyr 


Leu 


Cys 


Ser 


Leu 


Val 


Pro 


Leu 


Thr 


Gly 


225 








230 










235 










240 


He 


Leu 


Arg 


Thr 


He 


Lys 


His 


Tyr 


Ser 


Leu 


He 


Asp 


Pro 


Arg 


Ala 


Lys 



245 250 255 
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Ser Thr Leu Gin Gin Asn Phe Phe 
260 

Ala Phe Phe Ala Asn Met lie Gly 

275 280 



Leu Gly Asn Leu Ser Leu Gly lie 
265 270 
Leu Phe Leu Leu Arg Gly lie Leu 
285 



(2) INFORMATIONS POUR LA SEQ ID NO: 230: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 177 ac ides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 226769 2272 99 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 230: 

Trp Glu Lys Phe Arg Thr Leu Pro Leu Leu Leu Cys His Cys Arg Ser 

1 5 10 15 

Tyr Lys Arg Ser Glu Ser Pro Trp Asn Ser Cys Asp Ser Leu Ser Gin 

20 25 30 

Ser Glu Asn lie Ala Phe Phe Gin Glu Ala His Met Ala Ser Leu lie 

35 40 45 

Arg Ser Leu Cys Glu Phe Thr Val Ala Tyr Lys His Thr Asp Pro Leu 

50 55 60 

Gly Leu Asn Val Asn Phe Pro Ala Ser Ala Asp Asp Ser Pro Trp Lys 
65 70 75 80 

Gly lie Arg Phe Thr Leu Ser Gly Asn Glu Phe Leu Phe Gly lie Pro 

85 90 95 

Arg Leu Val Arg Thr Glu Gly Asn Arg Arg Tyr Tyr Thr Leu Tyr Asp 

100 105 110 

Met Arg Asp Lys Val Ser Glu Glu Phe Ser Glu Glu Tyr Leu Ala Leu 

115 120 125 

Ala Asn Asn Tyr lie Ser Ala Ala Pro Leu Val Ser Lys Asn Thr Pro 

130 135 140 

Arg Ala Thr Leu Ser Glu Glu Glu Leu Ala Phe Leu Lys Asp Ser Phe 
145 150 155 160 

Glu Gin Ser Val Leu Trp Lys Ala Ser Leu Asn Leu Glu Glu Asp Leu 
165 170 175 

Ala 



(2) INFORMATIONS POUR LA SEQ ID NO : 231: 

(i) CARACTERISTIQUES .DE • LA SEQUENCE: 

(A) LONGUEUR: 152 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(Viii) POSITION DANS LE GENOME: 
(xi) DESCRIPTION DE LA SEQUENCE: 



complement (227161 . 
SEQ ID NO: 231 : 



.227616) 



1001 



Met 


Thr 


Glu 


Thr 


Arg 


Arg 


Leu 


Arg 


Tl- 
XlS 


Leu 


lie 


Thr 


Asn 


Asp 


Asp 


C 1 \/ 


1 








5 










10 










1 _> 




lie 


Lys 


Ala 


Lys 


Gly 


He 


Ser 


Leu 


Leu 


Tin 

l ie 




Leu 


Leu 


Arg 


Pin 
VjIU 


A 1 3 
r\ -L CL 






20 










25 










3 u 






Asp 


Phe 


Ala 


Asp 


Leu 


Tyr 


Val 


Val 


Ala 


Pro 


Leu 


L» J.U 


_L U. 


pin 


Ser 


uiy 




35 










40 










A C 

4 b 








Arg 


Ser 


Met 


Ala 


Phe 


Ser 


Leu 


Val 


Glu 


Pro 


Thr 


Ala 


Leu 


Glu 


Pro 


Phe 


50 










bb 










o u 










Asp 


Tyr 


Pro 


Gin 


Arg 


Val 


Gin 


Glu 


A±a 


Trp 


Ala 


Val 


j. hi. 




Thr 


Pro 


65 








7 0 










*7 ^ 
/ D 










80 


Val 


Asp 


Cys 


Val 


Lys 


Leu 


Ala 


He 


Gly 


Glu 


Leu 


Phe 


Lys 


Glu 


Asn 


Ala 






85 










90 










95 




Leu 


Asp 


Leu 


He 


Leu 


Ser 


Gly 


He 


Asn 


Asn 


Gly 


Lys 


Asn 


Ser 


Gly 


Arg 






100 










105 










110 






Cys 


Leu 


Tyr 


Tyr 


Ser 


Ala 


Thr 


Val 


Gly 


Ala 


He 


Arg 


Glu 


Ala 


Asn 


Leu 




115 










120 










125 








His 


Gly 
130 


He 


Pro 


Ala 


He 


Val 
135 


Phe 


Leu 


Lys 


Val 


Arg 
140 


He 


Ser 


Leu 


Phe 


Ser 


Lys 


Lys 


Leu 


He 


Trp 


Pro 


Pro 


















145 










150 























(2) INFORMATIONS POUR LA SEQ ID NO : 232: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 23 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 2277 5 0 22 8457 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 232: 



Lys 


Phe 


Ser 


Ala 


Gin 


Ser 


Val 


Tyr 


Thr 


His 


Ala 


Met 


Leu 


Gin 


Lys 


His 


1 








5 










10 










15 




Thr 


Arg 


He 


Ala 


Val 


Ala 


Leu 


Ser 


Gly 


Gly 


Lys 


Asp 


Ser 


Leu 


Ser 


Leu 






20 










25 










30 






Leu 


Leu 


Met 


Leu 


Lys 


Ala 


He 


Ser 


Gly 


Arg 


Gly 


Phe 


Pro 


Glu 


Leu 


Thr 






35 










40 










45 








He 


His 


Ala 


He 


His 


He 


Gly 


Gly 


Lys 


Tyr 


Ser 


Cys 


Gly 


Ala 


Ala 


Val 




50 










55 










60 










Ser 


Gly 


Asn 


Tyr 


Leu 


Ser 


Ser 


He 


Cys 


Asp 


Lys 


He 


Gin 


Val 


Pro 


Leu 


65 








70 










75 










80 


He 


Ser 


He 


Pro 


Ser 


Pro 


Tyr 


Glu 


Thr 


Glu 


Asn 


Pro 


Glu 


Cys 


Tyr 


Thr 










85 










90 










95 




Cys 


Ser 


Arg 


He 


Arg 


Arg 


Arg 


Leu 


Leu 


Phe 


Asp 


Thr 


Ala 


Lys 


Ala 


Val 






100 










105 










110 






Gly 


Ala 


Thr 


Ala 


Val 


Ala 


Phe 


Gly 


His 


His 


Arg 


Asp 


Asp 


Val 


Val 


Gin 




115 










120 










125 








Thr 


Thr 


Leu 


Met 


Asn 


Leu 


Leu 


His 


Lys 


Ala 


Glu 


Phe 


Ala 


Gly 


Met 


Leu 




130 










13 5 










140 










Pro 


Val 


Val 


Asp 


Met 


Val 


Asn 


Phe 


Gly 


He 


Thr 


He 


Leu 


Arg 


Pro 


Leu 


145 








150 










155 










160 


He 


Phe 


He 


Pro 


Glu 


Asp 


Leu 


He 


Arg 


Lys 


Phe 


Ala 


Lys 


Glu 


Ser 


Gly 



165 170 175 



1002 



Phe Ala Arg lie Thr Cys Arg Cys 
180 

Thr Glu Glu Ala Leu Lys Thr Leu 
195 200 
His Asn lie Ala Leu Ala Val Arg 

210 215 
Arg Val Glu Gin Tyr Asp Ser Leu 
225 230 



Pro Val lie Ser Leu Arg Thr Lys 
185 190 
Glu Thr lie Phe Pro Gin Ala Arg 
205 

Glu Thr Gly Leu Ser Lys Ala Asn 
220 

Leu Thr Glu Thr 
235 



(2) INFORMATIONS POUR LA SEQ ID NO: 233: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 465 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (228607 .. 23 0001 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 233: 



Ala Ser Ser Gin 
1 

Val lie Pro Cys 
20 

Lys Thr Trp Leu 
35 

Phe Met He Pro 
50 

Pro Gin Gly He 
65 

Gly Phe Phe Ala 

Pro Ala Met Leu 
. 100 

Pro Asp Leu Ala 
115 

Gly Phe Trp Gly 
130 

Ala Leu Phe Ser 
145 

Ala He Leu Val 

He Ala He Asn 
180 

Pro Ser Ser Phe 
195 

Leu Glu Ala Asn 
210 

Asn Tyr Pro Lys 
225 

Leu Val Leu Gly 

He Ser Leu Val 
.260 

Lys Tyr Asn Leu 



He Phe Tyr Pro 
5 

Ser Ser Tyr Gin 

He Tyr Ser He 
40 

Tyr Ala Leu He 
55 

Tyr Val Trp Thr 
70 

He Trp Met Gin 
85 

Ala Phe He Ala 

Asn Asn Arg Leu 
120 

Leu Thr Phe Phe 
135 

Ser He Cys Val 
150 

Ala Phe ffla Ala 
165 

Phe Ser Trp Ser 

Val Leu Leu Ser 
200 

Ala Asn Leu Ala 
215 

Ala Val Phe He 
230 

Ser Leu Ala He 
245 

Ser Gly Leu He 
Ser Trp Met Thr 



He Gly Tyr Phe 
10 

Phe Thr Lys Pro 
25 

Leu Leu Ser Val 

Ala Ala Glu Leu 
60 

Arg Asp Ala Leu 
75 

Trp Phe His Asn 
90 

Ser Thr Leu Val 
105 

Tyr Leu Ser Ser 

Asn Phe Leu Gly 
140 

He Val Gly Thr 
155 

Tyr Trp He Gin 
170 

Glu Leu Leu Pro 
185 

Gly Met Leu Leu 

Ser Asp Met Glu 
. 220 

Gly Ala Val Ser 
235 

Ala He Val He 
250 

Arg Ala Phe Ser 
265 

Gly He He Val 



Tyr Cys Arg Asp 
15 

Ser Phe Asn Ser 
30 

Ala Val Ala Cys 
45 

Ala Ser Phe Lys 

Gly Lys Arg Trp 
80 

Met Thr Trp Tyr 
95 

Tyr Gin He Ser 
110 

Val He Leu Leu 
125 

He Gly Thr Ser 

Leu He Pro Gly 
160 

Gly Gly Asn Pro 
175 

Asp Phe Ser Ser 
190 

Ala Leu Cys Gly 
205 

Asp Pro Lys Arg 

Thr Leu Ala He 
240 

Pro Lys Glu Glu 
255 

Leu Phe Phe Glu 
270 

Ala Met Thr He 



1003 







275 










o q r\ 










Z O D 








Ala 


Gly 
290 


Ser 


Leu 


Gly 


Glu 


Leu 
295 


Asn 


Ala 


Trp 


Met 


Phe 
300 


Til - 

Ala 


Gly 


Thr 


Lys 


Gly 


Leu 


Phe 


He 


Ser 


Thr 


Gin 


Asn 


Asp 


Cys 


Leu 


Pro 


Lys 


T 1 rt 

lie 


Phe 


Lys 


305 










310 










31b 










~i o 


Lys 


Thr 


Asn 


Ser 


Arg 


Asp 


Val 


Pro 


Thr 


Asn 


Leu 


Met 


Leu 


Frie 


Gin 


Ala 








325 










*5 "5 rt 

.3 3 0 










1 ~3 C 

J J b 




He 


Val 


Val 


Thr 
340 


Leu 


Phe 


Thr 


Phe 


I le 


Phe 


Val 


Tyr 


Val 


Asp 
6 bU 


Ser 


Ala 


Asp 


Leu 


Ala 


Tyr 


Trp 


He 


Leu 


Ser 


Ala 


Leu 


Ser 


Leu 


Gin 


Met 


Tyr 


Leu 




3 55 










3 60 










Job 








Val 


Met 
370 


Tyr 


He 


Cys 


Leu 


Phe 
375 


He 


Val 


Gly 


Pro 


Val 
380 


Leu 


Arg 


lie 


Lys 


Glu 


Pr6 


Lys 


Ala 


Gin 


Arg 


Leu 


Tyr 


Ser 


val 


Pro 


(jiy 


Lys 


Leu 


vai 


tjiy 


3S5 








390 










395 










400 


Met 


Cys 


Val 


Leu 


Ser 


Thr 


Leu 


Gly 


He 


Leu 


Ser 


Cys 


Leu 


Phe 


Ala 


Leu 








405 










410 










415 




Gly 


He 


Ser 


Phe 


Leu 


Pro 


Pro 


Gin 


Glu 


Val 


Val 


Ser 


Phe 


Ser 


Thr 


Met 






420 










425 










430 






Gly 


Gly 


Asn 


Phe 


Gly 


Tyr 


Thr 


Ala 


Leu 


Leu 


Leu 


Leu 


Ala 


Phe 


Val 


He 


435 










440 










445 








Asn 


Cys 
450 


Cys 


He 


Pro 


Phe 


Gly 
455 


Met 


Tyr 


Tyr 


Ser 


His 
460 


Lys 


Lys 


Leu 


He 



Lys 
465 



(2) INFORMATIONS POUR LA SEQ ID NO: 23 4: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 08 acides amines 

(B) TYPE: - acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 23 0 151 23 1074 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 23 4: 



Glu 


His 


Leu 


Arg 


Met 


Thr 


Thr 


He 


Phe 


Asp 


Leu 


Leu 


Gly 


Lys 


Asp 


Ala 


1 








5 










10 










15 




Asp 


Tyr 


Leu 


Leu 


Asn 


His 


Lys 


Cys 


Val 


He 


Lys 


Lys 


Glu 


Ala 


Leu 


Thr 








20 










25 










30 






Leu 


Pro 


Ser 


Gly 


Asp 


Phe 


Val 


Ser 


Arg 


Val 


Phe 


Ala 


Glu 


Ser 


Asp 


Arg 






35 










40 










45 








Asn 


Asn 


Arg 


Val 


Leu 


Arg 


Ser 


Leu 


Gin 


Gin 


Met 


Phe 


Ser 


Tyr 


Gly 


Arg 




50 










55 










60 










Leu 


Gly 


Gly 


Thr 


Gly 


Tyr 


Leu 


Ser 


He 


Leu 


Pro 


Val 


Asp 


Gin 


Gly 


Val 


65 










70 










75 










80 


Glu 


His 


Thr 


Ala 


Gly 


Ala 


Ser 


Phe 


Ala 


Lys 


Asn 


Pro 


Met 


Tyr 


Phe 


Asp 










85 










90 










95 




Pro 


Glu 


Asn 


He 


Val 


Arg 


Leu 


Ala 


Met 


Glu 


Ala 


Gly 


Cys 


Ser 


Ala 


Val 








100 










105 










110 






Ala 


Ser 


Ser 


Tyr 


Gly 


Val 


Leu 


Ser 


He 


Leu 


Ala 


Arg 


Arg 


Tyr 


Ala 


His 






115 










120 










125 








Lys 


He 


Pro 


Phe 


Leu 


Leu 


Lys 


Leu 


Asn 


His 


Asn 


Glu 


Leu 


Leu 


Ser 


Tyr 




130 










135 










140 











1004 



Pro Thr Thr Tyr His Gin lie Phe Phe Ser Gin Val Glu Asp Ala Tyr 
145 150 155 160 

Asn Met Gly Ala Val Ala Val Gly Ala Thr lie Tyr Phe Gly Ser Glu 

165 170 175 

Ser Ser Ser Glu Glu lie Val Ala Val Ala Glu Ala Phe Ala Arg Ala 

180 185 190 

Arg Glu Leu Gly Leu Ala Thr Val Leu Trp Cys Tyr Leu Arg Asn Pro 

195 200 205 

His Phe Val Val Asn Asn Val Asp Tyr His Thr Ala Ala Asp Leu Thr 

210 215 220 

Gly Gin Ala Asp His Leu Gly Ala Thr Leu Gly Ala Asp lie Val Lys 
225 230 235 240 

Gin Lys Leu Pro Thr Leu Gin Gly Gly Phe Lys Thr lie Asn Phe Ser 

245 250 255 

Lys Thr Asp Asp Leu Val Tyr Ser Glu Leu Ser Ser Asn His Pro lie 

260 265 270 

Asp Leu Cys Arg Tyr Gin Val Leu Asn Ser Tyr Cys Gly Lys Val Gly 

275 280 285 

Leu lie Asn Ser Gly Ala Leu Leu Gly Lys Met Thr Leu Leu Lys Gin 

290 • * 295 300 

Leu Lys Gin Gin 
305 



(2) INFORMATIONS POUR LA SEQ ID NO : 23 5: 



(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 553 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 23 1348 23 3 006 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 23 5; 



Lys 


Glu 


Lys 


He 


Val 


Phe 


Met 


Arg 


Thr 


Asp 


Ser 


Pro 


Leu 


Asn 


Pro 


Pro 


1 








5 










10 










15 




Asp 


Ser 


Thr 


Arg 


Gly 


Val 


Phe 


Gin 


Phe 


Leu 


Glu 


Thr 


Gin 


cys 


Asp 


Arg 








20 










25 










30 






Ala 


Met 


Ala 


Arg 


Ser 


Arg 


Gin 


Ser 


Gin 


Phe 


He 


Gly 


Leu 


Val 


Ser 


Ala 






35 










40 










45 








Val 


Ala 


Ala 


Ala 


Ala 


Leu 


Leu 


Leu 


Leu 


Leu 


Val 


Val 


Ala 


Leu 


Ser 


Val 




50 










55 - 










60 










Pro 


Gly 


Phe 


Pro 


Val 


Ala 


Ala 


Ser 


He 


Val 


Val 


Gly 


Val 


Leu 


Phe 


Ala 


65 










70 










75 










80 


Leu 


Ser 


He 


Val 


Ala 


Leu 


Thr 


Ala 


Ser 


Phe 


Leu 


Val 


Tyr 


He 


Ala 


Asn 










85 










90 










95 




Ala 


Lys 


Leu 


Val 


Ala 


He 


Arg 


He 


Lys 


Phe 


Leu 


Ser 


Ser 


Gly 


Leu 


Gin 








100 










105 










110 






Asp 


His 


Phe 


Ser 


Glu 


Ser 


Pro 


He 


Leu 


Gly 


Thr 


Leu 


Arg 


Lys 


Gly 


Arg 






115 










120 










125 








Gly 


Ala 


Ser 


He 


Pro 


Leu 


He 


Ser 


Gly 


Gin 


Ala 


Asp 


Asp 


Ser 


Leu 


Pro 




130 










135 










140 










Asn 


Arg 


He 


Gly 


lie 


Lys 


Lys 


Ser 


Ala 


Glu 


Met 


Arg 


Val 


Leu 


Gin 


Lys 


145 










150 










155 










160 


Gly 


He 


Gly 


Thr 


Asp 


Tyr 


Lys 


Lys 


Tyr 


Lys 


Gin 


His 


Leu 


Asp 


Arg 


Val 



1005 



165 170 175 

Asn Asn Asp Phe Thr Phe Val Cys Glu Gly lie Ser Ala Leu lie Pro 

180 185 ISO 

Thr Glu Lys Asp Ala Pro Phe Pro lie Glu Pro Ser His Leu Ala Gly 

195 200 205 

Val Phe Leu Val Ser Phe Ser Pro Asp Lys Asn Pro lie Leu Lys lie 

210 21.5 220 

Thr Arg His Ala Glu Lys Met Leu Gin Pro Pro Gin Gly Gly Phe Pro 
225 230 235 240 

Asn Gly Leu Val Trp Leu Cys Gly Ala Leu Ser Asp Pro Lys Lys Phe 

245 250 255 

Ala Ala Pro Phe Leu Ser Leu lie Glu Lys Thr His Gin Gly lie Leu 

260 265 270 

Val Ser Lys Asp Leu Lys Asp Asn Lys Glu Arg Lys Leu Ala Leu Glu 

275 280 285 

Ala Ser Leu Leu Ser Leu Asn lie Phe Phe Ser Gly Trp Cys Leu Gly 

290 295 300 

Asn Pro Glu Tyr Asn Gin Tyr lie Thr Thr Ala Val Ala Glu Lys Tyr 
305 310 315 320 

Lys Asp Val Ser Val Arg Asn Arg lie Tyr Asp Phe Leu Asp Thr Gly 

325 330. 335 

Asn Val He Ser Ala Leu Ala Leu Ala Ser. Xaa Tyr Ser Gin Asp Ser 

340 345 350 

Ala Trp Ala Ala Gly Leu Gin Lys Val Leu Arg Glu Glu Asp Lys Lys 

355 360 365 

Thr Lys Lys Lys Ser Arg Glu Glu Val Ser Cys Leu Tyr Arg Asp He 

370 375 380 

Asp Pro Gly Cys Cys Leu Arg Ala Leu Pro Lys Arg Phe Glu Ser Lys 
385 390 3.95 400 

Ser Ser Gly Ser Gin Gly Ser Pro Lys Glu Gin Leu Ser Ser Leu Leu 

405 410 415 

Lys Ala Leu Asp Gin Lys He Pro Ser Gly Val Leu Gly Leu He Ala 

420 425 430 

Lys Ala Ser Ser Ala Asp Leu Lys Ala Asp Phe Ala Gly Met Leu Glu 

- 435 440 445 

Val He Lys Gin Leu Gin Ala Leu Phe Asp Ser Tyr Pro Pro Leu Cys 

450 455 460 

Glu Asp Asn He Leu Leu Trp Leu Ser Ala Ser Leu Glu Gin Val Gly 
465 470 475 480 

Leu Gin Lys Lys Leu Arg Thr Phe Leu Pro Ser Ser Glu Lys Lys Leu 

485 490 495 

Leu Glu Arg Val Leu Ser Thr Phe Leu Leu Gly Leu Tyr Thr Arg Gly 

500 505 510 

Val Phe Ser Val Gly Gin Val Asn Gin Leu Ala Thr He Cys Asn Thr 

515 " 520 525 

Gin Asp Ser Thr Glu Phe Cys Gin Arg Val Ser Asp Leu Ser Leu He 

530 535 540 

Lvs Arg Ala Leu Pro Ala Leu Phe Gly 
545 550 



(2) INFORMATIONS POUR LA SEQ ID NO: 23 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 23 2 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 
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(viii) POSITION DANS LE GENOME: 233134.-233829 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 23 6: 



Ser 


Asp 


Lys 


Phe 


Phe 


Pro 


He 


Lys 


Gin 


Lys 


Leu 


Ala 


1 




5 










1U 






Ala 


Leu 


Val 


Glu 


Pro 


Gly 


Met 


Cys 


val 


Caiy 


Leu 


pi v 








20 










2b 








Ala 


Arg 


Glu 


Phe 


He 


Leu 


Ala 


Leu 


Gly 


Asp 


Arg 


V d _L 




35 










40 










Leu 


Val 


He 


Thr 


Ala 


Val 


Ala 


Ser 


Ser 


Arg 


lie 


Ser 




50 










bb 










fi 0 


Glu 


Ala 


Val 


Gly 


He 


Pro 


Leu 


Leu 


Asp 


His 


Ser 


Leu 


65 








70 










/ _> 




Asp 


Leu 


Val 


Val 


Asp 


Gly 


Ala 


Asp 


Glu 


val 


Asp 


Pro 








85 










90 






He 


Lys 


Gly 


Gly 


Gly 


Gly 


Ala 


Leu 


Phe 


Arg 


pin 

blU 


Lys 






100 










i 

1 U b 








Ser 


Gly 


Lys 


Arg 


Asn 


Val 


He 


Leu 


vai 


Asp 




Arg 




115 










120 










Thr 


Leu 


Gly 


Lys 


Phe 


Ser 


Leu 


Pro 


He 


Glu 


He 


Ala 




130 








13.5 










140 


Ser 


Ser 


Val 


Gin 


Arg 


He 


Leu 


Asn 


Lys 


Gin 


Gly 


Tyr 


145 










150 










155 




Arg 


Glu 


Thr 


Ser 


Ala 


Gly 


Glu 


Arg 


Phe 


He 


Thr 


Asp 








165 










170 






He 


Tyr 


Asp 


Val 


Arg 


Thr 


Pre 


Asp 


Ser 


Tyr 


Ala 


Asn 








180 










185 








Met 


He 


Arg 


Leu 


Leu 


Gin 


He 


Arg 


Gly 


He 


He 


Asp 






195 










200 










He 


Ala 


Lys 


Ala 


Glu 


Val 


Trp 


Val 


Gly 


Tyr 


Ala 


Asp 




210 








215 










220 


Arg 


Lys 


Lys 


Glu 


His 


Asn 


Glu 


Tyr 










225 










230 















15 

Ser Gly Ser Thr 
30 

Arg Thr Glu Arg 
45 

Gin Leu Leu Ala 

Leu Gin Asp Val 
80 

Cys Leu Arg Met 
95 

He Leu Leu Gin 
110 

Lys Leu Val Pro 
125 

Pro Phe Gly Cys 

Phe Gly Glu Trp 
160 

Asn Gly Asn Tyr 
175 

Pro Glu Glu Asp 
190 

Val Gly Phe Val 
205 



(2) INFORMATIONS POUR LA SEQ ID NO: 237: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 137 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 233 855.-2342 65 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 237: 

Ser Leu He Leu He Asn Phe Tyr Lys Leu Val Ser Phe Arg Asn Tyr 

15 10 15 

Ala Gly He He Leu Gly Thr Asp Glu Lys Gin Phe Ala He Tyr Gly 

20 25 30 

His Ala Ser Met Asp- Thr Ala Phe Lys Lys Arg Glu Asp Leu Ala Ala 

35 40 45 

Glu Glu Glu Arg Ser Arg Pro Ser Thr His Asp Val Leu Asn Phe Val 
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50 

Leu Thr Ser Phe 
65 

Lys Asp Asn Val 

Asp Arg Leu Tyr 
100 

Pro Leu Ala He 
115 

Phe Asp Glu Ala 
130 



55 

Asp Leu Ser Val 
70 

Phe Tyr Ser Arg 
85 

He Ala Asp He 

Lys Tyr Gin Val 
120 

He Pro Tyr Glu 
135 



60 

Val Arg Val Val 
75 

Leu Phe Leu Glu 
90 

Asp Ala Arg Pro 
105 

Pro He Leu Cys 
Asp 



He Thr Glu Tyr 
80 

Gin Lys Arg Gly 
95 

Ser Asp Ser He 
110 

Val Lys Ser He 
125 



(2) INFORMATIONS POUR LA SEQ ID NO: 238: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 191 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 23 4 282 234 8 54 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 23 8: 



Asp 


Val 


Met 


Thr 


Lys 


Leu 


Pro 


Tyr 


Ala 


Leu 


Leu 


Asp 


Lys 


Gly 


Ser 


Leu 


1 








5 










10 










15 




Leu 


Val 


Ala 


Ser 


Pro 


Asp 


Val 


Asn 


Gly 


Gly 


He 


Phe 


Ser 


Arg 


Ser 


Val 








20 










25 










30 






Val 


Leu 


Leu 


Cys 


Glu 


His 


Ser 


Pro 


Asn 


Gly 


Ser 


Phe 


Gly 


Leu 


He 


Leu 






35 










40 










45 








Asn 


Lys 


He 


Leu 


Glu 


He 


Asp 


Ser 


Pro 


Glu 


Glu 


He 


Phe 


Pro 


Leu 


Asp 




50 










55 










60 










His 


Phe 


Asp 


Glu 


Ser 


Lys 


Val 


Arg 


Phe 


Cys 


Met 


Gly 


Gly 


Pro 


Leu 


Gin 


65 










70 










75 










80 


Ala 


Asn 


Gin 


He 


Met 


Leu 


Leu 


His 


Thr 


Ser 


Pro 


Asp 


Ser 


Ala 


Asn 


Ser 










85 










90 










95 




Ser 


He 


Glu 


He 


Cys 


Pro 


Ser 


Val 


Phe 


Leu 


Gly 


Gly 


Asp 


Phe 


Ser 


Phe 








100 










105 










110 






Ala 


Gly 


Glu 


Lys 


Glu 


Gly 


Arg 


Thr 


Arg 


Asp 


Asp 


Lys 


Met 


Leu 


Leu 


Cys 






115 










120 










125 








Phe 


Gly 


Tyr 


Ser 


Gly 


Trp 


Gin 


Gly 


Gly 


Gin 


Leu 


Glu 


Lys 


Glu 


Phe 


Leu 




130 










13 5 










140 










Glu 


Gly 


Leu 


Trp 


Phe 


Leu 


Ala 


Pro 


Ser 


Ser 


Gin 


Glu 


He 


He 


Phe 


Thr 


145 








150 










155 










160 


Asp 


Ala 


Pro 


Glu 


Arg 


Met 


Trp 


Ser 


Asp 


Val 


Leu 


Gin 


His 


Leu Gly 


Gly 








165 










170 










175 




Arg 


Phe 


Ala 


Ser 


Leu 


Ser 


Thr 


lie 


Pro 


Glu 


Asn 


Leu 


Leu 


Leu 


Asn 








180 










185 










190 







(2) INFORMATIONS POUR LA SEQ ID NO : 23 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 297 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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{ iii) HYPOTHETIQUE ; oui 

(viii) POSITION DANS LE GENOME: complement ( 23 5 2 27 2 3 6 1 17 ) 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 23 9: 



Met 


Ser 


His 


Leu 


Phe 


Ser 


Lys 


Ala 


Cys 


Cain 


Tyr 


ir 11*= 


ir L U 


uiy 


\j -L y 


Val 


1 








5 










1U 










1 D 




Asn 


Ser 


Pro 


Val 


Arg 


Ala 


Cys 


Arg 


Ala 


Val 


Asn 


l ±e 


mr 


Pro 


Pro 


lie 








20 










25 
















Val 


Ala 


Arg 


Ala 


Ser 


Lys 


Glu 


Val 


Phe 


He 


Asp 


Ser 


Leu 


Asp 


Lys 


inr 






35 










40 










4 b 








Phe 


He 


Asp 


Phe 


Cys 


Gly 


Ser 


Trp 


Gly 


Ser 


Leu 


I le 


His 


Gly 


His 


Ser 




50 










55 










60 










His 


Pro 


Lys 


He 


Cys 


Ala 


Ala 


He 


Arg 


Gin 


Gly 


Leu 


Glu 


Arg 


Gly 


Ser 


65 








70 










/ D 












Ser 


Tyr 


Gly 


Leu 


Thr 


Ser 


Glu 


Gin 


Glu 


He 


Leu 


Phe 


Ala 


\j 111 


pi n 


Tin 

lie 






85 










90 










y d 




Phe 


Ser 


Tyr 


Leu 


Gly 


Leu 


Glu 


Thr 


Asn 


Tyr 


Lys 


lie 


Arg 


pne 


rie L. 


Ser 






100 










105 










1 1 U 






Thr 


Gly 


Ser 


Glu 


Ala 


Thr 


Met 


Thr 


Ala 


Val 


Arg 


Leu 


Ala 


Arg 


Gly 


lie 




115 










120 


















Thr 


Gly 


Arg 


Pro 


He 


He 


He 


Lys 


Phe 


Leu 


Gly 


Cys 


Tyr 


His 


Gly 


His 




130 








13 5 










i /i n 

14 U 










Ala 


Asp 


Thr 


Phe 


Leu 


Gin 


Glu 


Lys 


Pro 


Phe 


Ser 


rl 1 S 


inr 


Ser 


Leu 


Asp 


145 








150 










1 ere 










1 fit) 


Thr 


Leu 


Asp 


Leu 


Ala 


His 


Pro 


Leu 


Thr 


Leu 


Ser 


Leu 


Pro 


Phe 


Asn 


Asp 








165 










170 










175 




Phe 


Pro 


Leu 


Phe 


Gin 


Thr 


Val 


Met 


Asn 


Ser 


Leu 


Gly 


His 


Lys 


Val 


Ala 








180 










185 










190 






Gly 


Val 


He 


Phe 


Glu 


Pro 


Val 


Cys 


Ala 


Asn 


Met 


Gly 


Val 


He 


Leu 


Pro 




195 










200 










205 








Val 


Pro 


Asp 


Phe 


He 


Glu 


Gly 


Val 


He 


Gin 


Thr 


Cys 


Gin 


Gin 


Thr 


Gly 




210 










215 










220 










Ser 


Phe 


Ser 


He 


Met 


Asp 


Glu 


Val 


Val 


Thr 


Gly 


Phe 


Arg 


Val 


Ala 


Gin 


225 










230 










235 










240 


Gly 


Gly 


Ala 


Ala 


Ala 


Leu 


Tyr 


His 


Val 


Lys 


Pro 


A>sp 


He 


Leu 


Val 


Phe 






245 










250 










255 




Gly 


Lys 


He 


Leu 


Gly 


Gly 


Gly 


Leu 


Pro 


Ala 


Ser 


Ala 


Val 


Val 


Ala 


Pro 




260 










265 










270 






Lys 


Asp 


He 


Met 


Asp 


His 


Leu 


Ala 


Pro 


Glu 


Glu 


Lys 


Ser 


Ser 


Lys 


Leu 


275 










280 










285 








Glu 


His 


Phe 


Gin 


Glu 


He 


Leu 


Trp 


Leu 

















29.0 . 295 



(2) INFORMATIONS POUR LA SEQ ID NO: 240: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 63 2 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 23 63 14 23 82 09 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 24 0: 

Met Arg Tyr Asp Pro Gly Leu lie Glu Glu Lys Trp Gin Lys Phe Trp 

15 10 15 

Lys Asn Glu Gin Val Phe Lys Ala Glu Glu Asp Glu Thr Lys Thr Lys 

20 25 30 

Tyr Tyr Val Leu Asp Met Phe Pro Tyr Pro Ser Gly Ala Gly Leu His 

35 40 45 

Val Gly His Leu lie Gly Tyr Thr Ala Thr Asp He Val Ala Arg Cys 

50 55 60 

Lys Arg Ala Gin Gly Phe Ser Val Leu His Pro Met Gly Trp Asp Ser 
65 70 75 80 

Phe Gly Leu Pro Ala Glu Gin Tyr Ala He Arg Thr Gly Thr His Pro 

85 90 95 

Arg Glu Thr Thr Glu Lys Asn He Ala Asn Phe Lys Lys Gin Leu Thr 

100 " 105 110 

Ala Met Gly Phe Ser Tyr Asp Glu Ser Arg Glu Phe Ala Thr Ser Asp 

115 120 125 

Pro Glu Tyr Tyr Lys Trp Thr Gin Lys Leu Phe Leu He Leu Tyr Glu 

130 135 140 

Lys Gly Leu Ala Tyr Met Ala Asp Met Ala Val Asn Tyr Cys Pro Glu 
145 150 155 160 

Leu Gly Thr Val Leu Ser Asn Glu Glu He Glu Asn Gly Phe Ser Val 

165 170 175 

Asp Gly Gly Tyr Pro Val Glu Arg Arg Met Leu Arg Gin Trp Val Leu 

180 185 190 

Arg He Thr Ala Phe Ala Asp Gin Leu Leu Glu Gly Leu Asp Glu Leu 

195 200 205 

Asp Trp Pro Glu Ser Val Lys Gin Leu Gin Lys Asn Trp He Gly Lys 

210 215 220 

Ser Ser Gly Ala Ser Val Asn Phe Ala Thr Glu His Gly Ala He Glu 
225 230 235 240 

Val Phe Thr Thr Arg Pro Asp Thr Leu He Gly Val Ser Phe Leu Ala 

245 250 255 

Leu Ala Pro Glu His Pro Leu Val Asp Leu Leu Thr Ser Asp Glu Gin 

260 265 270 

Lys Ala Val Val Ala Gin Tyr He Lys Glu Thr Gin Ser Lys Ser Glu 

275 280 285 

Arg Asp Arg He Ser Glu Met Lys Thr Lys Ser Gly Val Phe Thr Gly 

290 295 300 

Ser Tyr Ala Lys His Pro Val Thr His Glu Leu He Pro lie Trp He 
305 310 315 320 

Ala Asp Tyr Val Leu Met Gly Phe Gly Ser Gly Ala Val Met Gly Val 

325 " 330 335 

Pro Ala His Asp Glu Arg Asp Leu Leu Phe Ala Glu Gin Phe Asn Leu 

340 345 350 

Pro Val Val Ser Val Leu Asn Glu Glu Gly Val Cys He Asn Ser Cys 

355 360 365 

Cys Glu Gly Phe His Leu Asp Gly Leu Ser Gly Glu Glu Ala Lys Gin 

370 375 380 

Tyr Val lie Asn Phe Leu Glu Glu Asn His Leu Gly Ala Ala Lys He 
385 390 395 400 

Ala Tyr Lys Leu Arg Asp Trp Leu Phe Ser Arg Gin Arg Tyr Trp Gly 

405 410 415 

Glu Pro He Pro He He His Phe Glu Asp Gly Ser Cys Arg Pro Leu 

420 425 430 

Arg Asp Asp Glu Leu Pro Leu Leu Pro Pro Glu He Gin Asp Tyr Arg 
435 440 445 
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Pro Glu Gly Val 
450 

Gin Val Phe Asp 
465 

Thr Met Pro Gin 

Asp Ala His Asn 
500 

Trp Met Pro Val 
515 

His Leu Leu Tyr 
530 

lie Val Ser Thr 
545 

Val Leu Ala Thr 

Glu Thr Ala Lys 
580 

Glu Leu Asp Val 
595 

Val Asp Pro Gin 
610 

Cys Thr Gin Cys 
625 



Gly Gin Gly Pro 
455 

Thr Glu Thr Gin 
470 

Trp Ala Gly Ser 
485 

Ser Ala Ala Pro 

Asp Leu Tyr lie 
520 

Ala Arg Phe Trp 
535 

Pro' Glu Pro Phe 
550 

Ser Tyr Arg lie 
565 

Glu Glu Asn Gly 

Arg Gin Glu Lys 
600 

lie Leu lie Asp 
615 

Phe Gin Gly Leu 
630 



Leu Ala Lys Val 
460 

Arg Ala Gly Lys 
475 

Cys Trp Tyr Tyr 
490 

Trp Ala Lys Glu 
505 

Gly Gly Ala Glu 

His Gin Val Phe 
540 

Lys Lys Leu Val 
555 

Pro Gly Lys Gly 
57 0 

Lys Trp Val Ala 
585 

Met Ser Lys Ser 

Glu Phe Gly Leu 
620 



Arg Glu Trp Val 

Arg Glu Thr His 
480 

Leu Arg Phe Cys 
495 

Lys Glu Gin Tyr 
510 

His Ala Val Leu 
525 

Tyr Glu Ala Gly 

Asn Gin Gly Leu 
560 

Tyr lie Tyr Pro 
575 

Pro Ser Gly Glu 
590 

Lys Leu Asn Gly 
605 

Thr Leu Phe Gly 



(2) INFORMATIONS POUR LA SEQ ID NO : 241: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 202 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 2 3 8 1 64 2 3 87 69 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 241: 



He 


Trp 


Thr 


Asp 


Ala 


Val 


Arg 


Met 


Tyr 


Ala 


Met 


Phe 


Ser 


Gly 


Pro 


Leu 


1 








5 










10 










15 




Asp 


Lys 


Asn 


Lys 


Leu 


Trp 


Ser 


Asn 


Gin 


Gly 


Val 


Ala 


Gly 


Cys 


Arg 


Arg 








20 










25 










30 






Phe 


Leu 


Asn 


Arg 


Phe 


Tyr 


Glu 


Met 


Val 


Ser 


Ser 


Asp 


Arg 


Val 


Lys 


Glu 






35 










40 










45 








Asp 


Asn 


Asn 


Phe 


Glu 


Gly 


Leu 


Ser 


Leu 


Ala 


His 


Lys 


Leu 


Val 


Gin 


Arg 




50 










55 










60 










Val 


Thr 


Asp 


Ala 


He 


Glu 


Lys 


Leu 


Ser 


Leu 


Asn 


Thr 


He 


Pro 


Ser 


Ser 


65 










70 . 










75 










80 


Phe 


Met 


Glu 


Phe 


He 


Asn 


Asp 


Phe 


Val 


Lys 


Leu 


Ala 


Val 


Tyr 


Pro 


Lys 










85 










90 










95 




Ser 


Ala 


Val 


Glu 


Met 


Ala 


Val 


Arg 


Ala 


Leu 


Ala 


Pro 


He 


Ala 


Pro 


His 








100 










105 










110 






He 


Ser 


Glu 


Glu 


Leu 


Trp 


Val 


Leu 


Leu 


Gly 


Asn 


Ser 


Pro 


Gly 


Val 


Gin 






115 










120 










125 








Lys 


Ser 


Gly 


Trp 


Pro 


Ser 


Val 


Leu 


Pro 


Glu 


Tyr 


Leu 


Glu 


Glu 


Gin 


Thr 




130 










135 










140 










Val 


Thr 


He 


Val 


Val 


Gin 


Val 


Asn 


Gly 


Lys 


Leu 


Arg 


Ala 


Arg 


Leu 


Asp 
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145 150 155 160 

lie Met Lys Asp Ala Ser Lys Glu Glu Val Leu Ala Leu Ala Arg Glu 

165 170 175 

Ser Ala Ser Lys Tyr Leu Glu Gly Cys Glu Val Lys Lys Ala lie Phe 

180 185 190 

Val Pro Ala Arg Leu Val Asn Phe Val Val 
195 200 



(2) INFORMATIONS POUR LA SEQ ID NO: 242: 



(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 431 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 23 87 6 9 24 0061 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 242: 



Met 


He 


Arg 


Arg 


Trp 


Leu 


Thr 


Ser 


Arg 


Leu 


Tyr 


Asp 


/\ J. a. 




Leu 


V d -L 


1 








5 










1 U 










1 Q 

JL D 




Cys 


Ala 


Phe 


Phe 


Val 


Ser 


Ala 


Pro 


Arg 


± xe 


irne 


Tyr 


Lys 


V d .L 


trli t; 


iri. 1 tr 






20 










25 










3 U 






His 


Gly 


Lys 


Tyr 


He 


Asp 


Ser 


Trp 


Lys 


He 


Arg 


Phe 


Gly 


Val 


Gin 


Lys 






35 










40 










45 








Pro 


Phe 


Val 


Lys 


Gly 


Glu 


Gly 


Pro 


Leu 


Val 


Trp 


Phe 


His 


Gly 


Ala 


Ser 




50 










55 










60 










Val 


Gly 


Glu 


Val 


Ser 


Leu 


Leu 


Ala 


Pro 


Leu 


Leu 


Asn 


Arg 


Trp 


Arg 


Glu 


65 








70 










75 










80 


Glu 


Phe 


Pro 


Glu 


Trp 


Arg 


Phe 


Val 


Val 


Thr 


Thr 


Cys 


Ser 


Glu 


Ala 


Gly 










85 










90 










95 




Val 


His 


Thr 


Ala 


Arg 


Arg 


Leu 


Tyr 


Glu 


Ser 


Leu 


Gly 


Ala 


Thr 


Val 


Phe 








100 










105 










110 






Val 


Leu 


Pro 


Leu 


Asp 


Leu 


Ser 


Cys 


He 


He 


Lys 


Ser 


Val 


Val 


Arg 


Lys 






115 










120 










125 








Leu 


Ala 


Pro 


Asp 


He 


Val 


He 


Phe 


Ser 


Glu 


Gly 


Asp 


Cys 


Trp 


Leu 


His 




130 










135 










140 










Phe 


Leu 


Thr 


Glu 


Ser 


Lys 


Arg 


Leu 


Gly 


Ala 


Lys 


Ala 


Phe 


Leu 


He 


Asn 


145 










150 










155 










160 


Gly 


Lys 


Leu 


Ser 


Glu 


His 


Ser 


Cys 


Lys 


Arg 


Phe 


Ser 


Phe 


Leu 


Lys 


Arg 










165 










170 










175 




Leu 


Gly 


Arg 


Asn 


Tyr 


Phe 


Ala 


Pro 


Leu 


Asp 


Leu 


Leu 


He 


Leu 


Gin 


Asp 








180 










185 










190 






Glu 


Leu 


Tyr 


Lys 


Gin 


Arg 


Phe 


Met 


Gin 


He 


Gly 


He 


Ser 


Ser 


Asp 


Lys 






195 










200 










205 








He 


His 


Val 


Thr 


Gly 


Asn 


Met 


Lys 


Thr 


Phe 


He 


Glu 


Ser 


Ser 


Leu 


Ala 




210 










215 










220 










Thr 


Asn 


Arg 


Arg 


Asp 


Phe 


Trp 


Arg 


Ala 


Lys 


Leu 


Gin 


He 


Ser 


Ser 


Gin 


225 










230 










235 










240 


Asp 


Arg 


Leu 


He 


Val 


Leu 


Gly 


Ser 


Met 


His 


Pro 


Lys 


Asp 


Val 


Glu 


Val 










245 










250 










255 




Trp 


Ala 


Glu 


Val 


Val 


Ser 


His 


Phe 


His 


Asn 


Ser 


Ser 


Thr 


Lys 


He 


Leu 








260 










265 










270 






Trp 


Val 


Pro 


Arg 


His 


Leu 


Glu 


Lys 


Leu 


Lys 


Glu 


His 


Ala 


Lys 


Leu 


Leu 






275 










280 










285 
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Glu Lys Ala Gly lie Leu Phe Gly Leu Trp Ser Gin Gly Ala Ser Phe 

290 295 300 

Arg Gin Tyr Asn Ser Leu lie Met Asp Ala Met Gly Val Leu Lys Asp 
305 310 315 320 

lie Tyr Ser Ala Ala Asp lie Ala Phe Val Gly Gly Thr Phe Asp Pro 

325 330 335 

Ser Val Gly Gly His Asn Leu Leu Glu Pro Leu Gin Lys Glu Ala Pro 

340 345 350 

Leu Met Phe Gly Pro Tyr lie Tyr Ser Gin Ser Val Leu Ala Glu Arg 

355 * 360 365 

Leu Arg Glu Lys Glu Ala Gly Leu Ser Val Asn Lys Glu Thr Leu Leu 

370 375 380 

Asp Val Val Thr Asp Leu Leu Gin Asn Glu Lys Asn Arg Gin Ala Tyr 
385 390 395 400 

lie Glu Lys Gly Lys Ser Phe Leu Lys Gin Glu Glu Asn Ser Phe Gin 

405 410 415 

Gin Thr Trp Glu He Leu Lys Ser Gin He Thr Cys Met Lys lie 
420 425 430 



(2) INFORMATIONS POUR LA SEQ ID NO: 243: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 556 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement < 2403 13 241980 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 243: 

Lys Thr Ser He He Gly His Thr Met Glu Leu Leu Ser Val Asn Lys 

1 5 10 15 

Ser Tyr Phe Glu Leu Gin Arg Leu His Tyr Arg Pro Asp Thr Leu Ser 

20 25 30 

Leu Leu Asn Ser Leu Cys Ser Met His He Gin Glu Lys Pro Ser Ser 

35 40 45 

Glu Pro Ala Ser Asp Leu Leu Ala Lys His He Pro His Leu Cys Ala 

50 55 60 

Leu Pro Asp Leu Thr Leu Gin Lys Asp Ala Pro Ser Ser Ser Glu Pro 
65 70 75 80 

Leu Arg He Gly Val Leu Ueu Ser Gly Gly Gin Ala Pro Gly Gly His 

85 90 95 

Asn Val Val He Gly Leu Phe Glu Gly Leu Arg Ala Phe Asn Lys Glu 

100 105 110 

Thr Lys Leu Phe Gly Phe He Lys Gly Pro Leu Gly Leu He Arg Gly 

115 120 125 

Leu Tyr Lys Asp Leu Asp He Ser Val He Tyr Asp Tyr Tyr Asn Ala 

130 135 140 

Gly Gly Phe Asp Met Leu Ser Ser Ser Arg Glu Lys He Lys Thr Lys 
145 150 155 160 

Glu Gin Lys Ser Ala He Leu Ala Thr Val Lys Lys Met Lys Leu His 

165 170 175 

Gly Leu Leu He Val Gly Gly Asp Asn Ser Asn Thr Asp Thr Ala Met 

180 185 190 

Leu Ala Glu Tyr Phe He Glu His Asn Cys Pro Thr Ala Val He Gly 
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195 










200 










205 








Val 


Pro 


Lys 


Thr 


He 


Asp 


Gly 


Asp 


Leu 


Lys 


Asn 


Ala 


Trp 


He 


Glu 


Thr 




210 










215 










220 










Pro 


Leu 


Gly 


Phe 


His 


Thr 


Ser 


Cys 


Arg 


Thr 


Tyr 


Ser 


Glu 


Met 


He 


Gly 


225 










230 










235 










240 


Asn 


Leu 


Glu 


Lys 


Asp 


Val 


Leu 


Ser 


Thr 


Arg 


Lys 


Tyr 


His 


His 


Phe 


Val 










245 










250 










255 




Lys 


Leu 


Met 


Gly 


Glu 


Gin 


Ala 


Ser 


His 


Ser 


Thr 


Leu 


Glu 


Cys 


Gly 


Leu 








260 










265 










270 






Gin 


Thr 


Leu 


Pro 


Asn 


He 


Thr 


Leu 


He 


Gly 


Glu 


Glu 


Val 


Ala 


Val 


Gin 






275 










280 










285 








His 


Ala 


Ser 


Leu 


Gin 


Ser 


Leu 


"Ser 


' Leu 


Ser 


He 


Ala 


Gin 


Gly 


Leu 


He 




290 










295 










300 










Glu 


Arg 


Phe 


His 


Arg 


Gly 


Lys 


Asp 


Tyr 


Ser 


Thr 


He 


Leu 


He 


Pro 


Glu 


305 










310 










315 










320 


Gly 


Leu 


He 


Lys 


Gin 


He 


Pro 


Asp 


Thr 


Lys 


Arg 


Leu 


He 


Gin 


Glu 


Leu 










325 










330 










335 




Asn 


Thr 


Leu 


He 


Ala 


Glu 


Glu 


Gin 


Phe 


Ser 


Val 


His 


Asn 


Leu 


Asp 


Gin 








340 










345 










350 






Gin 


Leu 


Ser 


Pro 


Met 


Ala 


He 


Glu 


Thr 


Phe 


Ser 


Ser 


Leu 


Pro 


Glu 


Asn 






355 










360 










365 








He 


Arg 


Asp 


Gin 


Leu 


Leu 


Leu 


Asp 


Arg 


Asp 


Ser 


Tyr 


Gly 


Asn 


He 


Arg 




370 










375 










380 










Val 


Ser 


Lys 


He 


Ala 


He 


Glu 


Glu 


Leu 


Leu 


Ala 


Ser 


Leu 


Val 


Ser 


Lys 


385 










390 










395 










400 


Glu 


He 


Ser 


Lys 


Leu 


Glu 


Pro 


Thr 


Met 


Ser 


Phe 


Ser 


Pro 


Val 


Thr 


His 










405 










410 










415 




Phe 


Leu 


Gly 


Tyr 


Glu 


Ser 


Arg 


Ala 


Ser 


Phe 


Pro 


Ser 


Asn 


Phe 


Asp 


Ser 








420 










425 










430 






Asn 


Tyr 


Gly 


Leu 


Ala 


Leu 


Gly 


He 


Ala 


Ala 


Ser 


Leu 


Phe 


Leu 


Val 


Arg 






435 










440 










445 








Gly 


Lys 


Thr 


Gly 


Tyr 


Met 


Val 


Thr 


He 


Gly 


Asn 


Leu 


Ala 


Glu 


Thr 


Tyr 




450 










455 










460 










Thr 


Glu 


Trp 


Thr 


He 


Ala 


Ala 


Thr 


Pro 


Leu 


Tyr 


Lys 


Met 


Met 


His 


Leu 


465 










470 










475 










480 


Glu 


Lys 


Arg 


Phe 


Asn 


Gin 


Glu 


Thr 


Pro 


Val 


He 


Lys 


Thr 


Asp 


Ser 


Val 










485 










490 










495 




Ser 


Pro 


Asp 


Ala 


Pro 


Met 


Ala 


Lys 


Tyr 


Leu 


His 


Lys 


Met 


Lys 


Glu 


He 








500 










505 










510 






Cys 


Leu 


Leu 


Glu 


Asp 


Ser 


Tyr 


Arg 


Phe 


Pro 


Gly 


Pro 


Leu 


Gin 


Tyr 


Phe 






515 










520 










525 








Glu 


Glu 


Gin 


Ala 


Leu 


Val 


Asp 


Gin 


Arg 


Pro 


Leu 


Thr 


Leu 


Leu 


Trp 


Glu 




530 










535 










540 










Lys 


Gly 


Lys 


Leu 


Ser 


Glu 


Asn 


Asn 


Ala 


Thr 


Lys 


Phe 











545 550 _ 555 



(2) INFORMATIONS POUR LA SEQ ID NO: 244: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 02 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 241941 24284 6 ) 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 244: 



Met 


Ala 


Lys 


Thr 


Leu 


Phe 


Tyr 


Leu 


Phe 


Arg 


Asn 


Pro 


Arg 


Ser 


Gly 


Leu 


1 








5 










1 U 










1 b 




Leu 


Thr 


lie 


Ser 


Met 


Asp 


He 


Thr 


Lys 


Glu 


Leu 


Pro 


Phe 


He 


Met 


Met 








20 










Z b 










3 U 






Gin 


Gin 


Pro 


His 


Tyr 


Phe 


Xaa 


His 


Ser 


Lys 


Lys 


lie 


Phe 


Glu 


lie 


Pro 






35 










4 0 










A C 

4 b 








Leu 


Leu 


Asp 


Asn 


val 


Thr 


Ser 


Leu 


Gly 


val 


Leu 


His 


lie 


Pro 


His 


Ser 




50 










55 










r~ r\ 
50 










Gin 


Glu 


Lys 


Thr 


Phe 


Pro 


Leu 


Val 


lie 


val 


Leu 


His 


Gly 


Leu 


TV 1 _ 

Ala 


Ser 


65 










7 0 










""7 C 

/ b 










o r* 


Ser 


Lys 


lie 


Gly 


Thr 


Lys 


Arg 


Ser 


Tyr 


Leu 


His 


Leu 


Ala 


Asn 


Gin 


Leu 










8 5 










y u 










y b 




Val 


Gin 


Glu 


Gly 


I le 


Gly 


Val 


Leu 


Arg 


Val 


Asp 


Leu 


Pro 


Gly 


His 


Gly 








100 










10b 










111) 






Asp 


Ser 


Glu 


Gly 


Phe 


He 


His 


Glu 


Phe 


Ser 


Leu 


Thr 


Asp 


Tyr 


He 


Gin 






115 










ion 
IZV 










1 z b 








Ala 


Ser 


Gin 


Lys 


I le 


He 


Gin 


Pne 


Gly 


Leu 


Ser 


Leu 


Pro 


Gin 


Ala 


Asn 




13 0 










13 d 










1 A f\ 

14 U 










His 


Ser 


Val 


Ala 


Leu 


Phe 


Gly 


Ser 


Ser 


Leu 


Gly 


Gly 


Ser 


Leu 


Ser 


Leu 


145 










150 










155 










160 


Leu 


Asn 


Leu 


Pro 


Tyr 


Phe 


Pro 


Glu 


He 


Gin 


His 


Ala 


Ala 


He 


Trp 


Thr 










lob 










1 / U 










1 / b 




Pro 


Thr 


lie 


Gin 


Gly 


Ala 


Leu 


Trp 


Leu 


GlU 


Asp 


Thr 


Met 


Gin 


Ser 


Met 








180 










185 










19 0 






Ser 


Pro 


Ser 


Leu 


Gin 


Leu 


Pro 


Pro 


Asp 


Asn 


Phe 


Ser 


Tyr 


Gin 


Gly 


He 






•toe 
19b 










o c\ n 
zuu 










"5 n q 








Pro 


Leu 


Gly 


Lys 


Lys 


Phe 


Cys 


Ser 


Gin 


Phe 


He 


Glu 


Leu 


Asp 


Thr 


Val 




210 










215 










220 










Asp 


Ala 


Leu 


Ser 


Lys 


He 


Thr 


Gin 


Glu 


Val 


Ser 


He 


Leu 


Tyr 


Leu 


Gin 


225 










230 










235 










240 


Gly 


Glu 


Asp 


Asp 


Ala 


Val 


Val 


Ser 


Leu 


Arg 


His 


Gin 


Ala 


Leu 


Phe 


Ala 










245 










250 










255 




Lys 


Thr 


Phe 


Thr 


Gly 


Lys 


Ala 


Ser 


Tyr 


Arg 


Thr 


Tyr 


Pro 


Lys 


Met 


Thr 








260 










265 










270 






His 


Gin 


Leu 


Cys 


He 


Tyr 


Ser 


Glu 


Ala 


Phe 


Gin 


Asp 


Leu 


Val 


Asp 


Trp 






275 










280 










285 








Leu 


Lys 


His 


Gin 


Leu 


Leu 


Gly 


Thr 


Pro 


Trp 


Ser 


Tyr 


Ser 


Leu 







290 295 300 



(2) INFORMATIONS POUR LA SEQ ID NO: 24 5: 

(i) CARACTERISTIQUES DE'LA SEQUENCE: 

(A) LONGUEUR: 561 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) . .HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 2427 9 8 .. 24448 0 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 245: 

Ala Asn Val Phe Glu Gin Lys Leu Met Ser Ser Asn Lys His Ala Ser 

1 5 10 , 15 

Leu Cys Gin Lys Thr Pro Ser Leu Cys Arg Glu Leu Gin Lys Ala Pro 



1015 



20 25 30 



Ala 


Leu 


Leu 


Leu 


Thr 




Asp 


Tip 


Arg 


Phe 


Lys 


A 1 Pi 
r\ X a. 


Leu 


Leu 




Glu 






j b 










a n 










a c; 








Arg 


lie 


Asp 


Ser 


vai 


/\ Xct 


b 1 \X 


Leu 




Pro 


Cys 


X11X 




Asn 


Ser 


Pro 




bU 




















60 










Tyr 


Tyr 


Lys 




Tip 
X 1 te: 






Ser 


Asp 


Leu 


Ser 


Ala 


Glu 


Thr 


Phe 


Pro 


b b 










7 n 










75 










80 


Leu 


Lys 


vai 


b ly 


Vcl J. 




Leu 


O 

Ocl 


\J3 X y 


Gly 


Pro 


AT a 


Pro 


x y 


Gly 


His 










ft ^ 










90 










9 5 




Asn 


vai 


Tl A 

lie 


Leu 


\3 xy 


Leu 


Leu 




Ser 


He 


Lys 


Lys 


Leu 


His 


Pro 


Asp 








inn 
1 u u 










1 u J 










110 






Ser 


bin 


Leu 


Leu 


bxy 


Phe 


He 


r\ x y 


Asn 


Gly Glu 


Gly 


Leu 


Leu 


Asn 


Asn 






lib 










.19 0 

•J. Z U 










125 








Asn 


Thr 


vai 


Pin 


Tip 

lie 


Thr 


Asp 


Glu 


Phe 


He 


Glu 


Glu 


Phe 


Arg 


Asn 


Ser 




i t n 
1 J U 










13 5 










14 0 










Gly 


Gly 


Fne 


Asn 


Cys 


He 


Gly 


X ill. 


pi v 


A rn 
r\ x y 


X 11 X 


Asn 


He 


He 


Thr 


Glu 


14 b 










150 










1 5 5 
X -J —J 










160 


GlU 


Asn 


Lys 


jl a 

Aia 


Arg 


Cys 


Leu 


Pin 








Glu 


Leu 


Asp 


Leu 


Asp 










1 £ c 

lob 










17 0 










1 7c; 

X / -J 




Gly 


Leu 


\T-=x 1 

vai 


Tin 

lie 


lie 


Gly Gly 


ASp 






Asn 


Thr 


Ala 


Thr 


Ala 


He 






ion 










lO J 










1 on 

17U 






Leu 


Ala 


Glu 


Tyr 


Fne 


Ala 


Lys 


III c 


pi n 

b x 11 


Jr\ X a. 


Lys 


X 11X 






Vai 


Gly 






19b 










nnn 
zuu 










9 rm 








vai 


Pro 


Lys 


mr 


T 1 a 

lie 


Asp 




Asp 


Leu 


Pin 




Xjtr U. 


Php 


T .01 1 
Ucu 


Asp 


L^u 




21o 










91 c 

Z 1 D 










9 9 0 

Z. \J 










Thr 


Pne 


Gly 


pne 


Asp 


Thr 


A 1 -a 

Aia 


inr 


Lys 


tilt: 


iyr 


COT" 


Cor 
OCl 


T 1 £S 

11c 


He 


Ser 


2 2 5 










ZjU 










9 7 ^ 
^ j j 










240 


Asn 


lie 


Ser 


Arg 


Asp 


Aia 


Leu 


Ser 


Cys 


Lys 


G ly 


nib 


iyr 


His 


Phe 


I le 










"5 yi c: 










250 










2 55 




Lys 


Leu 


Met 


Gly 


Arg 


Ser 


Ser 


Ser 


W i c 
nib 


He 


Thr 


Leu 


Glu 


by i> 


Ala 


Leu 








2. b U 










9 <^ 










97 n 






bin 


Thr 


His 


Pro 


Asn 


He 


Ala 


Leu 


Tip 
lie 




Glu 


x u 


Tip 
X X t= 


Ala 


Glu 


Lys 






^ / b 










9 a n 

z o u 










9ft ^ 








Ser 


lie 


Ser 


Leu 


Pin 
b 1U 


Thr 


Leu 


Tip 


His 


Asp 


He 




Glu 


He 


He 


Ala 




2 9 0 










295 










7 fi n 










Asp 


Arg 


Aia 


Aia 


ivie t. 


Gly 


Lys 




H i cr 
n x i> 


o iy 


\r~, i 
vai 


He 


Leu 


He 


Pro 


Glu 


3 05 










310 










315 










3 20 


Gly 


Vai 


lie 


GlU 




He 


Pro 


bill 


Tl Q 

lie 


Gin 


Ser 


Leu 


vdl 


T A/C 
Xjy ia 


Glu 


He 


















330 










3 3 5 




blU 


Ser 


Tl fl 

lie 


Pro 


pin 

b J. U. 


Gin 


Glu 


Asn 


Leu 


Tyr 


Gin 


Ala 


Leu 


Ser 


Leu 


Ser 








7 a r\ 
J 4 u 










7 A^ 

j *± j 










3 50 








bin 


pi « 

bin 


Leu 


Leu 


Cys 


Gin 




lr X W 


Glu 


Asp 


He 


Cys 


His 


Gin 


Leu 






J J J 










f, n 










3 65 








Leu 


Tyr 


Asn 


Arg 


Asp 


Ala 


His 


oiy 


Asn 


Vai 


Tyr 


Vai 


Ser 


Lys 


He 


Ser 




~i i n 
J / U 










J7 5 




















vai 


Asp 


Lys 


Leu 


Leu 


He 


His 




V d X 


Arg 


Gin 


Hi c: 




Glu 


Thr 


His 


IOC 

Job 










390 










395 










4 00 


Phe 


Arg 


Gin 


Vai 


Pro 


Phe 


Asn 


Xaa 


Ser 


Ala 


His 


Phe 


Leu 


Gly 


Tyr 


Glu 








405 










410 










415 




Gly 


Arg 


Ser 


Gly 


Thr 


Pro 


Thr 


His 


Phe 


Asp 


Asn 


Vai 


Tyr 


Ser 


Tyr 


Asn 








420 










425 










430 






Leu 


Gly 


Tyr 


Gly 


Ala 


Gly 


Vai 


Leu 


Vai 


Phe 


Asn 


Arg 


Cys 


Asn 


Gly 


Tyr 






435 










440 










445 








Leu 


Ser 


Thr 


He 


Glu 


Gly 


Leu 


Thr 


Ser 


Pro 


He 


Glu 


Lys 


Trp 


Arg 


Leu 




450 










455 










460 










Arg 


Ala 


Leu 


Pro 


He 


Vai 


Arg 


Met 


Leu 


Thr 


Thr 


Lys 


Gin 


Gly 


Lys 


Asp 


465 










470 










475 










480 


Ser 


Lys 


His 


Tyr 


Pro 


Leu 


He 


Lys 


Lys 


Arg 


Leu 


Vai 


Asp 


He 


Ala 


Ser 



485 490 495 



1016 



Pro 


Val 


Phe 


Asn 


Lys 


Phe 


Ser 


Leu 


Tyr 


Arg 


Lys 


He 


Trp 


Ala 


Leu 


Glu 








500 










505 










510 






Asp 


Ser 


Tyr 


Arg 


Phe 


Val 


Gly 


Pro 


Leu 


Gin 


He 


His 


Ser 


Pro 


Glu 


Asp 




515 










520 










525 








Ala 


His 


Ser 


Asp 


Asp 


Phe 


Pro 


Pro 


Leu 


He 


Leu 


Phe 


Leu 


Asn 


His 


Asn 




530 










535 










540 










Glu 


Trp 


Gin 


Lys 


Arg 


Cys 


Ser 


He 


Cys 


Leu 


Glu 


He 


Pro 


Asp 


Gin 


Asp 


545 








550 










555 










560 



Tyr 



(2) INFORMATIONS POUR LA SEQ ID NO: 246: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 473 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 24447 9 245897 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 246: 



Gly 


Ala 


Met 


Asn 


Lys 


His 


Lys 


Arg 


Phe 


Leu 


Ser 


Leu 


Val 


Leu 


Leu 


Thr 


1 








5 










10 










15 




Phe 


He 


Leu 


Leu 


Gly 


He 


Trp 


Phe 


Cys 


Pro 


His 


Ser 


Asp 


Leu 


He 


Asp 








20 










25 










30 






Ser 


Lys 


Ala 


Trp 


His 


Leu 


Phe 


Ala 


He 


Phe 


Thr 


Thr 


Thr 


He 


He 


Gly 






35 










40 










45 








He 


He 


Val 


Gin 


Pro 


Ala 


Pro 


Met 


Gly 


Ala 


He 


Val 


He 


Met 


Gly 


He 




50 










55 










60 










Ser 


Leu 


Leu 


Leu 


Val 


Thr 


Lys 


Thr 


Leu 


Thr 


Leu 


Asp 


Gin 


Ala 


Leu 


Ser 


65 










70 










75 










80 


Gly 


Phe 


His 


Ser 


Pro 


He 


Ala 


Trp 


Leu 


Val 


Phe 


Leu 


Ser 


Phe 


Ser 


He 








85 










90 










95 




Ala 


Lys 


Gly 


Val 


He 


Lys 


Thr 


Gly 


Leu 


Gly 


Glu 


Arg 


Val 


Ala 


Tyr 


Phe 








100 










105 










110 






Phe 


Val 


Lys 


He 


Leu 


Gly 


Lys 


Ser 


Pro 


Leu 


Gly 


Leu 


Ser 


Tyr 


Gly 


Leu 






115 










120 










125 








Val 


Leu 


Thr 


Asp 


Phe 


Leu 


Leu 


Ala 


Pro 


Ala 


He 


Pro 


Ser 


Leu 


Thr 


Ala 




130 










135 










140 










A.rg 


Ala 


Gly 


Gly 


He 


Leu 


Phe 


Pro 


Val 


Val 


Met 


Gly 


Leu 


Ser 


Glu 


Ser 


145 










150 










155 










160 


Phe 


Gly 


Ser 


Ser 


Val 


Glu 


Lys 


Gly 


Thr 


Glu 


Lys 


Leu 


Leu 


Gly 


Ser 


Phe 










165 










170 










175 




Leu 


He 


Lys 


Val 


Ala 


Tyr 


Gin 


Ser 


Ser 


Val 


He 


Thr 


Ser 


Ala 


Met 


Phe 








180 










185 










190 






Leu 


Thr 


Ala 


Met 


Ala 


Gly 


Asn 


Pro 


He 


He 


Ser 


Ala 


Leu 


Ala 


Ser 


His 






195 










200 










205 








Ser 


Gly 


Val 


Thr 


Leu 


Thr 


Trp 


Ala 


He 


Trp 


Ala 


Lys 


Ala 


Ala 


He 


Leu 




210 










215 










220 










Pro 


Gly 


He 


He 


Ser 


Leu 


Ala 


Cys 


Met 


Pro 


Phe 


Val 


Leu 


Phe 


Lys 


Leu 


225 










230 










235 










240 


Phe 


Pro 


Pro 


Gin 


He 


Thr 


Ser 


Cys 


Glu 


Glu 


Ala 


Val 


Ala 


Thr 


Ala 


Lys 










245 










250 










255 




Thr 


Arg 


Leu 


Lys 


GlU 


Met 


Gly 


Pro 


Leu 


Asn 


Gin 


Gly 


Glu 


Arg 


He 


He 
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260 265 270 

Leu Leu lie Phe Ser Leu Leu lie Ser Leu Trp Thr Phe Gly Asp Ser 

275 280 285 

lie Gly lie Ser Ala Thr Thr Thr Thr Phe lie Gly Leu Ser Leu Leu 

290 295 300 

lie Leu Thr Asn lie Leu Asp Trp Gin Lys Asp Val Leu Ser Asn Thr 
305 310 315 320 

Thr Ala Trp Glu Thr Phe Val Trp Phe Gly Ala Leu lie Met Met Ala 

325 330 335 

Ser Phe Leu Ser Ala Phe Gly Phe lie His Phe Val Gly Asp Ser Val 

340 345 350 

lie Gly Ser Val Gin Gly Leu Ser Trp Lys lie Gly Phe Pro lie Leu 

355 360 365 

Phe Leu lie Tyr Phe Tyr Ser His Tyr Leu Phe Ala Ser Asn Thr Ala 

370 375 380 

His lie Ala Ala Met Tyr Pro lie Phe Leu Thr Val Ser lie Ser Leu 
385 390 395 400 

Gly Ala Asn Pro Met Phe Ala Ala Leu Ala Leu Ala Phe Ala Ser Asn 

405 410 415 

Leu Phe Gly Gly Leu Thr His Tyr Gly Ser Gly Pro Ala Pro Leu Tyr 

420 425 430 

Phe Gly Ser His Phe Val Ser Val Gin Glu Trp Trp Arg Ser Gly Phe 

435 440 445 

lie Leu Ser lie Val Asn Leu Thr lie Trp Leu Gly Leu Gly Ser Trp 

450 455 460 

Trp Trp Tyr Cys Leu Gly Leu lie Arg 
465 470 



(2) INFORMATIONS POUR LA SEQ ID NO: 247: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 318 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 245924 246877 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 247: 

Cys Gly Leu Asp Ser Pro Tyr Leu Leu Arg Leu Arg Ala Pro Trp Ser 

15- 10 15 

Leu Leu Ala Thr Ala Cys Ser Phe Ser Glu Ser Pro Ser Phe Arg Glu 

20 25 30 

Arg Leu Glu Gly Leu His Ser Tyr Arg Val Val Asp Arg Arg Phe Leu 

35 40 45 

Ala Cys Tyr Asp Gin Glu Thr lie Asp Tyr Ser Gin lie Phe Arg Thr 

50 55 60 

Gly Val Thr Leu Thr Met Glu lie Ser His lie Leu Glu Asp Leu Val 
65 70 75 80 

Tyr Asp Asn Gly Val Leu Pro Arg Glu Ala lie Glu Ala Ala lie Val 

85 .90 95 

Lys His His Gin lie Thr Pro Tyr Leu Leu Lys lie Leu Glu Glu Gly 

100 105 110 

lie Asp His Val Ser Asp lie lie Asp Asp Asp Cys Tyr Gin Gly His 
115 120 125 



1018 



Leu Tyr Ala Met Tyr Leu Leu Ala Gin Phe Arg Glu Thr Arg Ala Leu 

130 135 140 

Pro Leu lie lie Lys Leu Phe Ser Phe Glu Gin Asp lie Pro His Ala 
145 150 155 160 

lie Ala Gly Asp Val Leu Thr Glu Asp Leu Ser Arg lie Leu Ala Ser 

165 170 175 

Val Cys Asp Asp Val Ala Leu lie Gin Glu Leu lie Glu Thr Pro His 

180 185 190 

Val Asn Pro Tyr Val Gin Ala Ala Ala lie Ser Ser Leu Val Ala Leu 

195 200 205 

Val Gly Val His Lys Leu Ser Arg Glu Thr Ala lie Arg Tyr Phe Gly 

210 215 220 

Glu Leu Leu Asn Tyr Arg Leu Glu Lys Lys Pro Ser Phe Ala Trp Asp 
225 230 235 240 

Ser Leu Val Ala Ser lie Cys Ala Leu Tyr Pro Lys Glu Leu Phe Tyr 

245 250 255 

Pro lie Ser Lys Ala Phe Ser Ala Gly Leu lie Asp Thr Ser Phe lie 

260 265 270 

Ser Met Glu Asp Val Glu Thr lie lie His Glu Glu Ser lie Asp Ser 

275 280 285 

Cys Leu Lys. Glu Val Phe Ser Ser Thr Asp Leu lie Asn Asp Thr Leu 

290 295 300 

Glu Glu Met Glu Lys Trp Leu Glu Arg Phe Pro Phe Glu Ser 
305 310 315 



(2) INFORMATIONS POUR LA SEQ ID NO: 248: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 249 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement { 246985 24773 1 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 24 8: 

Leu Ala Met Ser Thr Leu Val Ser lie Lys Asp Leu Ser Leu Thr lie 

15 10 15 

Arg Lys Gin Pro lie Leu Arg Asn Val His Leu Glu lie Cys Arg Gly 

20 25 30 

Glu Cys Leu Thr lie Val Gly Ala Ser Gly Ser Gly Lys Thr Ser Leu 

35 40 45 

Ala Leu Ala lie Leu Gly Leu Leu Pro Pro Asp Ala Gin Asp Ser lie 

50 55 60 

Asp Phe His Leu Pro Pro Lys Thr Pro Arg Thr Lys Ala Val Gin Met 
65 70 75 80 

lie Trp Gin Asp Val Tyr Ser Ser Leu Asn Pro Met Met Thr lie Gin 

85 90 95 

Glu lie lie Ala Glu Pro Leu His He Met Gly Gly Leu Ser Lys Ser 

100 105 110 

Xaa Gin Gin Glu Glu He Ala His Ala Leu Lys Leu Val His Leu Pro 

115 .120 . 125 

Lys Ser Phe Leu Ser Leu Arg Pro He Lys Leu Ser Gly Gly Gin Arg 

130 135 140 

Gin Arg He Ala He Ala Lys Ala Leu Val Cys Lys Pro Glu Leu He 
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145 150 155 160 

lie Cys Asp Glu Pro Leu Ser Ala Leu Asp Thr Met Asn Gin Lys Leu 

165 170 175 

lie Leu Asp Leu Phe Gin Thr lie Lys Asn Gin Tyr Asn Asn Ala Phe 

180 185 190 

Leu Phe lie Thr His Asp Met Ser Ala Ala Tyr Thr Leu Ala Asp Lys 

195 200 205 

lie Ala Val Met Asp Arg Gly Tyr Leu Val Glu lie Ala Ser Lys Gin 

210 215 220 

Glu lie Phe Ser Ser Pro Lys His lie Lys Thr Arg Glu Leu Leu Asp 
225 230 235 240 

Ala lie Pro Ala Phe Thr Phe Ser Phe 
245 



(2) INFORMATIONS POUR LA SEQ ID NO: 24 9: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 281 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 247743 248585 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 249: 



Arg Lys lie Pro 
1 

Val Ser Val Lys 
20 

Thr lie Lys Arg 
35 

Gly Lys Thr Thr 
50 

Cys Tyr lie Gin 

Arg Leu Ser Arg 

Thr lie Phe Gin 
100 

Gly Ala Gin lie 
.115 

Glu Glu Ala Phe 
130 

Glu Ser Pro Asp 
145 

Gly Met Cys Gin 

Glu Leu lie lie 
180 

Gin Ala Gin Val 
195 

Thr Ala Leu Leu 
210 

Cys Glu Glu Met 
225 



Leu Ser Glu Asp 
5 

Asn Ser Asn Gin 

Cys Gin Ser Met 
40 

Val Ser Lys Ala 
55 

Ser Gly Arg lie 
70 

Arg Gin Leu Gin 
85 

Asn Ala Met Gly 

Val Glu Thr Leu 
120 

Ser Lys Ala Arg 
135 

Arg Cys Leu Gin 
150 

Arg Val Ser lie 
165 

Ala Asp Glu Pro 

Leu Arg Val Leu 
200 

Leu lie Thr His 
215 

Ala lie lie Arg 
230 



Leu Leu Lys lie 
10 

Arg Leu Val Asn 
25 

Ala Leu Val Gly 

Val Leu Gly Phe 
60 

Leu Tyr Ser Ser 
75 

Thr He Arg Gly 
90 

Thr Leu Thr Pro 
105 

Arg His His Phe 

Glu Leu Leu Glu 
140 

Leu Tyr Pro Phe 
155 

Ala He Ala Leu 
170 

Ser Thr Ala Leu 
185 

Thr Gin He His 

Asn Leu Ala Leu 
220 

Tyr Gly Glu He 
235 



Asp Asn Leu Val 
15 

His Leu Ser Leu 
30 

Glu Asn Gly Ser 
45 

Leu Pro Asp Asn 

Thr Asp He Thr 
80 

Lys Lys He Ala 
95 

Ser Met Arg Val 
110 

Asp Met Ser Lys 
125 

Ser Val His He 

Glu Leu Ser Gly 
160 

Ala Thr Asn Pro 
175 

Asp Ser He Ser 
190 

Gin Asn His Ser 
205 

Val Ser Glu Leu 

Val Glu Gin Gly 
240 
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Pro Val Gin Glu Leu Leu His Ser Pro Ser His Pro Tyr Thr Gin Gin 

245 250 255 

Leu lie Arg Ala lie Pro Arg lie Pro Ser Pro Ser Tyr Leu Ser Pro 

260 265 270 

Thr Glu Pro Leu Ala Thr Thr Ala Tyr 

275 280 



(2) INFORMATIONS POUR LA SEQ ID NO: 2 50: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 284 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 248 5 69 24 94 2 0 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 25 0: 

Asn Lys Leu Met Phe Arg Ser Ser Ser Ser His Thr Trp Arg Tyr lie 

15 10 15 

Arg Thr Asn Lys Met Leu Val Leu Gly Cys Leu Thr Leu Ala Val Leu 

20 25 30 

Val Leu Ala Ala Thr Phe Leu Pro Tyr Leu Tyr Pro Asp Tyr Glu Arg 

35 40 45 

Thr Phe Pro Glu His Ala Leu Gin Ser Pro Ser Lys Ala Phe Pro Phe 

50 55 60 

Gly Thr Asp Asn Leu Gly Arg Cys Met Leu Ala Arg Thr Leu Gin Gly 
65 70 75 80 

lie Arg Leu Ser Leu Leu lie Ala Val Ser Ala Thr lie lie Asp Val 

85 90 95 

Cys Leu Gly Leu Leu Trp Ser Thr Leu Ala Leu Ala Ser Gly Lys Lys 

100 105 110 

Val Ala Asp lie Met Ser Arg lie Thr Glu lie Leu Phe Ser lie Pro 

115 120 125 

Arg lie Pro Val lie lie Leu Leu Leu Val lie Phe Asn His Gly lie 

130 135 140 

Leu Pro Leu lie Leu Ala Met Thr lie Thr Gly Trp lie Pro lie Ala 
145 150 155 160 

Arg lie lie Tyr Gly Gin Phe Leu Leu Leu Glu Asn Lys Glu Phe Val 

165 170 175 

Leu Ser Ala Arg Ala Leu Gin Ala Ser Thr Phe His lie Leu Arg Lys 

180 185 190 

His Leu Leu Pro Asn Ser Leu Gly Pro lie lie Ser Thr Leu lie Phe 

195 200 205 

Thr lie Pro Asn Ala Val Tyr Thr Glu Ala Phe lie Ser Phe Leu Gly 

210 215 220 

Leu Gly Xaa Gin Pro Pro Tyr Ala Ser Leu Gly Thr Leu Val Lys Glu 
225 230 235 240 

Gly lie His Ser Leu Ala Tyr His Pro Trp Leu Phe Phe lie Pro Ser 

245 250 255 

Phe Phe Met lie lie Val Ser Val Ser Phe Asn Cys lie Gly Glu Gly 

260 265 270 

Leu Gin Thr Lys Leu Leu Glu Glu Asn Thr Leu Val 
275 280 
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(2) INFORMATIONS POUR LA SEQ ID NO : 251: 

(i) CARACTERISTIQUE3 DE LA SEQUENCE : 

(A) LONGUEUR: 2 0.6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 24 97 6 6 2 5 03 83 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 251: 



Met 


Leu 


Ser 


Tyr 


He 


Lys 


Arg 


Arg 


Leu 


Leu 


Phe 


Asn 


Leu 


Leu 


Ser 


Leu 


j. 








5 










10 










15 




Trp 


Val 


Val 


Val 


Thr 


Leu 


Thr 


Phe 


Phe 


He 


He 


Lys 


Thr 


He 


Pro 


Gly 






20 










25 










30 






Asp 


Pro 


Phe 


Asn 


Asp 


GlU 


Asn 


Gly 


Asn 


He 


Leu 


Ser 


Pro 


Glu 


Thr 


Leu 




35 










40 










45 








Ala 


Leu 
50 


Leu 


Lys 


Asn 


Arg 


Tyr 
55 


Gly 


Leu 


Asp 


Lys 


Pro 
60 


Leu 


Phe 


Thr 


Gin 


Tyr 


Leu 


He 


Tyr 


Leu 


Lys 


Cys 


Leu 


Leu 


Thr 


Leu 


Asp 


Phe 


Gly 


Glu 


Ser 


65 










70 










75 










80 


Leu 


lie 


Tyr 


Lys 


Asp 
85 


Arg 


Thr 


Val 


He 


Ser 
90 


He 


He 


Ala 


Ala 


Ala 
95 


Leu 


Pro 


Ser 


Ser 


Ala 
100 


He 


Leu 


Gly 


Leu 


Glu 
105 


Ser 


Leu 


Cys 


Leu 


Ser 
110 


Leu 


Phe 


Gly 


Gly 


He 


Thr 


Leu 


Gly 


He 


Leu 


Ala 


Ala 


Phe 


Tyr 


Lys 


Lys 


Ser 


Cys 


IIS 










120 










125 








Gly 


Arg. 


Thr 


He 


Phe 


Phe 


Ser 


Ser 


Val 


He 


Gin 


He 


Sei- 


Val 


Pro 


Ala 


130 










135 










140 










Phe 


Val 


He 


Gly 


Ala 


Phe 


Leu 


Gin 


Tyr 


Val 


Phe 


Ala 


ne 


Lys 


Tyr 


Ser 


145 










150 










155 










160 


Cys 


Leu 


Pro 


He 


Ala 
165 


Cys 


Trp 


Gly 


Asn 


Phe 
170 


Ser 


His 


Thr 


Leu 


Leu 
175 


Pro 


Ser 


He 


Ala 


Leu 
180 


Ala 


He 


Thr 


Pro 


Met 
185 


Ala 


Phe 


He 


Thr 


Gin 
190 


Leu 


Thr 


Tyr 


Ala 


Ser 
195 


Val 


Ser 


Ala 


Asn 


Leu 
200 


Lys 


Lys 


Xaa 


Thr 


Ser 
205 


Tyr 







(2) INFORMATIONS POUR LA SEQ ID NO: 252: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 214 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii). HYPOTHETIQUE: . oui 



(viii) POSITION DANS LE GENOME: complement ( 25054 5 .. 25 1 186 ) 
(xi) DESCRIPTION DE .LA SEQUENCE: SEQ ID NO : 252: 

Thr Lys Lys Leu Leu Pro Pro Trp Leu Leu Xaa Xaa Pro Ala Lys His 
1 5 .10 15 
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Leu 


Leu 


Pro 


Ala 


His 


Leu 


His 


Thr 


Tyr 


Pro 


Glu 


Gin 


Pro 


Ser 


Tyr 


Lys 








2 0 










Z D 










j U 






Gin 


Gin 


Glu 


Ala 


He 


Thr 


Leu 


Ala 


Lys 


Ser 


Leu 


Leu 


Glu 


Glu 


Ala 


Leu 






3 5 










4 U 


















Thr 


Glu 


Leu 


Asn 


Met 


Thr 


He 


Lys 


Asp 


Leu 


Glu 


Lys 


Tyr 


Pro 


Leu 


Thr 




50 










55 










D U 










Phe 


Ser 


Ala 


Thr 


Ser 


Thr 


Val 


Asn 


Ser 


Gin 


He 


Ala 


Gin 


Met 


Leu 


Arg 


65 










7 0 










/ b 










o n 
o (J 


Asp 


Gin 


Trp 


Arg 


Arg 


Ser 


Leu 


Gly 


He 


Thr 


Phe 


Pro 


lie 


Cys 


Gly 


Lys 










85 










9 0 














Glu 


Tyr 


Ala 


Leu 


Leu 


Gin 


Asn 


Asp 


Leu 


lie 


Gly 


Asn 


Thr 


Pne 


Pne 


Met 








100 










10b 










1 1 U 






Ser 


lie 


Gly 


Gly 


Trp 


Phe 


Ala 


Asp 


Pne 


Ser 


Asp 


Pro 


Leu 


Ala 


Phe 


Leu 






115 










1 J. U 










1 oc; 
1ZD 








Ser 


lie 


Phe 


Ser 


Ser 


Lys 


Gly 


val 


Lys 


Pro 


Tyr 


Ala 


Leu 


bin 




Pro 




i j u 










1 -?c 

i j j 










14 0 










Gin 


Phe 


Asp 


Gin 


Leu 


He 


Leu 


Ser 


lie 


Glu 


Thr 


Glu 


Lys 


Asn 


Pro 


Gin 


145 










150 










155 










160 


Lys 


Arg 


Ser 


Ala 


Leu 


He 


Ser 


Glu 


Ala 


Ser 


Leu 


Tyr 


He 


Glu 


Arg 


Gin 










165 










170 










175 




Asn 


Val 


He 


Glu 


Pro 


Leu 


Tyr 


His 


Asp 


Val 


Phe 


His 


Tyr 


Thr 


Thr 


Asn 








180 










185 










190 






Asn 


Lys 


Leu 


Ser 


Phe 


Val 


Arg 


Leu 


His 


Pro 


Ser 


Gly 


Leu 


Val 


Asp 


Met 






195 










200 










205 








Arg 


Tyr 


Ala 


Lys 


Asn 


Ser 























210 



(2) INFORMATIONS POUR LA SEQ ID NO: 253: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 339,acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 25 1 095 2 52 11 1 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 253: 



Gly 


Gly 


His 


Ser 


Met 


Arg 


Lys 


He 


Ser 


Val 


Gly 


He 


Cys 


Leu 


Leu 


Leu 


1 








5 










10 










15 




Ala 


Leu 


Ala 


Thr 


Ser 


Gly 


Cys 


Ser 


Lys 


Ser 


Ser 


Ser 


Asn 


Ala 


Thr 


His 








20 










25 










30 






Arg 


Ser 


Pro 


Ala 


Thr 


His 


Thr 


Val 


Ala 


Val 


Ser 


Val 


Lys 


Asp 


Asp 


Pro 






35 










40 










45 








Arg 


Thr 


Phe 


Asp 


Pro 


Arg 


Glu 


Val 


Arg 


Leu 


Leu 


Ser 


Asp 


He 


Asn 


Leu 




50 










55 










60 










He 


His 


His 


Leu 


Tyr 


Glu 


Gly 


Leu 


Val 


Gin 


Glu 


Thr 


Pro 


Ser 


Gly 


Glu 


65 










70 










75 










80 


Val 


Phe 


Pro 


Ala 


Leu 


Ala 


Glu 


Ser 


Phe 


Phe 


Leu 


Ser 


Glu 


Asp 


Lys 


Lys 










85 










90 










95 




Thr 


Tyr 


Thr 


Phe 


Asn 


Leu 


Lys 


Lys 


Ala 


Phe 


Trp 


Ser 


Asn 


Gly 


Asp 


Leu 








100 










105 










110 






He 


Thr 


Ala 


His 


Asp 


Phe 


Val 


Arg 


Ser 


Trp 


Asn 


Asp 


Val 


Leu 


Gin 


Asn 






115 










120 










125 








Arg 


Val 


Ala 


Ser 


He 


Tyr 


Ser 


Phe 


Ala 


Phe 


Leu 


Pro 


He 


Asp 


Val 


Asn 
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130 135 140 

Lys Asp Ser Gly Phe Phe Ala Lys Asp Asp His Thr Leu Val lie Asn 
145 150 155 160 

Leu Leu Thr Pro Thr Pro His Phe Leu Lys Leu Leu Thr Leu Pro Val 

165 170 175 

Phe Tyr Pro Val His Ser Gin His Gin lie Trp Lys Glu Glu Lys Ser 

180 185 190 

Leu Pro lie Ser Thr Gly Ala Phe Phe Leu Lys Glu Lys Lys Asp Arg 

195 200 205 

Arg Trp Leu Lys Leu Glu Lys Ser Pro Tyr Tyr Tyr Asn Lys Asp Gin 

210 215 220 

Val Ala Val Gin Glu lie Cys lie His lie lie Pro Asp Gin Gin Thr 
225 230 235 240 

Ala Ser Ala Leu Phe Asn Gin Gly Lys Leu Asp Trp Gin Gly Leu Pro 

245 250 255 

Trp Gly His Ser lie Pro Gin Glu Thr Leu Ala Thr Ala Asn Lys Arg 

260 . 265 270 

Arg Ala Pro Gin Ser Phe Asp lie Ser Gly Thr Ser Trp Leu Thr Phe 

275 280 285 

Asn Thr Ala Lys Lys Pro Phe Ser His Ser Lys Leu Arg Gin Ala Leu 

290 295 300 

Ser Leu Val Leu Asn Lys Glu Ala Leu Ala Ser Leu Ala Phe Val Xaa 
305 310 315 320 

Xaa Cys Lys Thr Ser Pro Ser Cys Thr Phe Ala His Leu Pro Arg Ala 
325 330 335 

Ala Phe Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 254: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 341 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 2 52066 253 088 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 254: 

Val Phe Ala Met Leu Thr Leu Gly Leu Glu Ser Ser Cys Asp Glu Thr 

1 5 _ 10 15 

Ser Cys Ser Leu Val Gin Asn Gly Lys lie Leu Ala Asn Lys lie Ala 

20 25 30 

Ser Gin Asp lie His Ala Ser Tyr Gly Gly Val lie Pro Glu Leu Ala 

35 40 45 

Ser Arg Ala His Leu Gin Thr Phe Pro Glu Leu Leu Thr Ala Ala Thr 

50 55 60 

Gin Ser Ala Gly Val Ser Leu Glu Asp lie Glu Leu lie Ser Val Ala 
65 70 75 80 

Asn Thr Pro Gly Leu lie Gly Ala Leu Ser lie Gly Val Asn Phe Ala 

85 90 95 

Lys Gly Leu Ala Ser Gly Leu Lys Arg Pro Leu lie Gly Val Asn His 

100 105 110 

Val Glu Ala His Leu Tyr Ala Ala Cys Met Glu Ala Pro Ala Thr Gin 
115 120 125 
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Phe 


Pro 


Ala 


Leu 


Gly 


Leu 


Ala 


He 


Ser 


Gly 


Ala 


His 


Thr 


Ser 


Leu 


Phe 




13 0 










135 










14 0 










Leu 


Met 


Pro 


Asp 


Ala 


Thr 


Thr 


Phe 


Leu 


Leu 


He 


Gly 


Lys 


Thr 


Arg 


Asp 


145 










150 










1 b b 










1 6 U 


Asp 


Ala 


He 


Gly 


Glu 


Thr 


Phe 


Asp 


Lys 


Val 


Ala 


Arg 


Phe 


Leu 


Gly 


Leu 










165 










1 / U 










1 / b 




Pro 


Tyr 


Pro 


Gly 


Gly 


Gin 


Lys 


Leu 


Glu 


Glu 


Leu 


Ala 


Arg 


Glu 


Gly 


Asp 








18 0 










lob 










l y u 






Ala 


Asp 


Ala 


Phe 


Ala 


Phe 


Ser 


Pro 


Ala 


Arg 


Val 


Ser 


Gly 


Tyr 


Asp 


Phe 






19 5 










zvu 










*i n c 








Ser 


Phe 


Ser 


Gly 


Leu 


Lys 


Thr 


Ala 


Val 


Leu 


Tyr 


Ala 


Leu 


Lys 


Gly 


Asn 
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zlb 










o o n 










Asn 


Ser 


Ser 


Ala 


Lys 


Ala 


Pro 


pne 


Pro 




val 


Ser 


pin 

CjIU 


inr 


pin 


Lys 


22 5 










o *3 










TIC 












Arg 


Asn 


He 


Ala 


Ala 


Ser 


Pne 


Gin 


Lys 


Ala 


val 


Phe 


Met 


inr 


lie 


Ala 




















O c: n 
z D u 










o c; c: 




Gin 


Lys 


Leu 


Pro 


Asp 


lie 


val 


Lys 


J\±cL 


jrne 


Ser 


Cys 


pin 

\j JLU 


Ser 


Leu 


jl j. e 








Ten 

ZDU 










2 65 










27 0 






Val 


Gly 


Gly 


Gly 


Val 


Ala 


Asn 


Asn 


Ser 


Tyr 


Phe 


Arg 


Arg 


Leu 


Leu 


Asn 






275 










280 










285 








Gin 


He 


Cys 


Ser 


Leu 


Pro 


He 


Tyr 


Phe 


Pro 


Ser 


Ser 


Gin 


Leu 


Cys 


Ser 




290 










295 










300 










Asp 


Asn 


Ala 


Ala 


Met 


He 


Ala 


Gly 


Leu 


Gly 


Glu 


Arg 


Leu 


Phe 


Cys 


Asn 


305 










310 










315 










320 


Arg 


Thr 


His 


Val 


Ser 


Lys 


Glu 


Val 


He 


Pro 


Cys 


Ala 


Arg 


Tyr 


Gin 


Trp 










325 










330 










335 




Glu 


ser 


Ala 


Cys 


Ser 

























340 



(2) INFORMATIONS POUR LA SEQ ID NO: 2 55: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 495 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire " 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 2 5 5 23 4 2 5 67 18 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 255: 

Met Asp Ser Lys Thr Ser His Leu Asp Asp Glu Leu Cys Phe Lys Leu 

15 10 15 

Glu Glu Ala Phe Asp Thr Leu Thr Ala Gly Glu His Ser Gin Asp Leu 

20 25 30 

Thr Ser He Val Ser Val Tyr Asn Pro He Asp Leu Ala Tyr Ala Val 

35 40 45 

Ser Cys Leu Pro Ser Asp Ser Arg Ser He Leu Tyr Lys Asn Leu Asp 

50 55 60 

Ser He Ala Ser Lys He Ala Phe He He Asn Thr Asp Ser Ala Ser 
65 70 75 80 

Arg Trp Ala He Phe Arg Asn Leu Ser Asp Gly Glu He Cys Ala Leu 

85 90 95 

He Glu Gin Met Pro Pro Asp Glu Ala He Trp Val Leu Asp Asp He 

100 105 110 

Pro Asp Arg Arg Tyr Arg Arg He Leu Asp Leu He Asp Val Lys Lys 



1025 



115 120 125 

Ala Leu Lys lie Arg Asp Leu Gin Lys His Gly Arg Asn Thr Ala Gly 

130 135 140 

Arg Leu Met Thr Asn Glu Phe Phe Ala Phe Leu Met Glu Thr Thr Val 
145 150 155 160 

Lys Glu Val Ala Thr Cys lie Arg Asn Asn Pro Gly lie Asp Leu Thr 

165 170 175 

Arg Leu Val Phe Val Leu Asp Phe Lys Gly Glu Leu Gin Gly Phe Val 

.■ 180 185 190 

Thr Asp Arg Ser Leu lie lie Ala Ser Pro Glu Met Pro Leu Lys Gin 

195 200 205 

lie Met Arg Pro lie Glu His Lys Val Leu Ala Asp Thr Thr Arg Glu 

210 215 220 

Glu Val Val Asp Leu Val Glu Arg Tyr Lys Val Ala Val Leu Pro Val 
225 230 235 240 

Val Asp Glu Glu Asn Phe Leu lie Gly Ala lie Thr Tyr Glu Asp Val 

245 250 255 

Val Glu Thr lie Glu Asp He Ala Asp Glu Thr He Ala Arg Met Ala 

260 265 270 

Gly Thr Thr Glu Asp Val Gly Tyr His Asp Cys His Val Val Gin Arg 

275 280 285 

Phe Leu Leu Arg Ala Pro Trp Leu Leu He Thr Leu Cys Ala Gly Leu 

290 295 300 

Val Ser Ala Ser Val Met Ala Tyr Phe Gin Lys He Ala Pro Thr Leu 
305 310 315 320 

Leu Ala Met Val He Phe Phe He Pro Leu Val Asn Gly Leu Ser Gly 

325 330 335 

Asn Val Gly Val Gin Cys Ser Thr He Leu Val Arg Ser Met Ala Thr 

340 . 345 350 

Gly Thr Leu Ser Phe Gly Arg Arg Arg Glu Thr He Leu Lys Glu Met 

355 360 365 

Ser He Gly Leu Leu Thr Gly Val Ala Leu Gly He Leu Cys Gly Leu 

370 375 380 

Val Val Cys Cys Met Gly Cys Leu Gly Leu Gly Leu Phe Ala Thr Gly 
385 390 395 400 

Gly Val Gin Leu Gly Val Thr Val Ser Val Gly He Leu Gly Ala Ser 

405 410 415 

Leu Thr Ala Thr Thr Leu Gly Val Leu Ser Pro Phe Phe Phe Ala Lys 

.420 425 430 

He Gly Val Asp Pro Ala Leu Ala Ser Gly Pro He Val Thr Ala Leu 

435 440 445 

Asn Asp He Val Ser Met Val He Phe Leu Leu He Thr Gly Thr Leu 

450 455 460 

Asn Val Leu Phe Leu Gin He Val Gly Glu Ser Glu Asp Lys Gly Phe 
465 470 " 475 480 

Leu Arg Ala Phe Phe Thr Met Ser Phe Leu Pro Leu Ser Leu Glu 
485 490 495 



(2) INFORMATIONS POUR LA SEQ ID NO : 25 6: 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 361 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) . HYPOTHETIQUE : oui 
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(viii) POSITION DANS LE GENOME: 25 67 62 .. 2 57 844 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 256: 



Arg 


Ser 


Gly 


Phe 


Val 


Ala 


Leu 


Arg 


Phe 


Glu 


He 


Leu 


His 


Gin 


Ser 


Lys 


1 








5 










lu 










1 c 
1 b 




Lys 


Ser 


Arg 


Ala 


Arg 


Val 


Gly 


Arg 


He 


Glu 


Thr 


Ala 


His 


Gly 


Tyr 


He 








20 ' 










2. b 










"3 Ci 
J U 






Asp 


Thr 


Pro 


Ala 


Phe 


Val 


Pro 


Val 


Ala 


Thr 


Asn 


Gly 


Ala 


Leu 


Lys 


Gly 






35 










40 










45 








Val 


Leu 


Asp 


His 


Ser 


Asn 


He 


Pro 


Leu 


Met 


Phe 


Cys 


Asn 


Thr 


Tyr 


His 




50 










55 










60 










Leu 


He 


Val 


His 


Pro 


Gly 


Ala 


Glu 


Ala 


He 


Ala 


Ala 


Met 


Gly 


Gly 


Leu 


65 




- 






7 0 










/ b 










o n 
o U 


His 


Gin 


Phe 


He 


Gly 


Arg 


Asn 


Ala 


Pro 


He 


He 


Thr 


Asp 


Ser 


Gly 


Gly 










8b 










y u 










Q C 

y b 




Phe 


Gin 


He 


Phe 


Ser 


Leu 


Ala 


Tyr 


Gly 


Ser 


Val 


Ala 


Glu 


Glu 


He 


Lys 








100 




















liu 






Ser 


Cys 


Gly 


Lys 


Lys 


Lys 


Gly 


Gly 


Asn 


Thr 


He 


He 


Lys 


Val 


Asn 


Asp 






115 










Iz U 










b 








Asp 


Gly 


Val 


His 


Phe 


Lys 


Ser 


Tyr 


Arg 


Asp 


Gly 


Arg 


Lys 


Leu 


Pne 


Leu 




13 0 










13 5 










14 0 










Ser 


Pro 


Glu 


He 


Ser 


Val 


Gin 


Ala 


Gin 


Lys 


Asp 


Leu 


Gly 


Ala 


Asp 


He 


145 










150 










ICC 

1 bb 










loU 


lie 


Leu 


Pro 


Leu 


Asp 


Glu 


Leu 


Leu 


Pro 


Phe 


His 


Ala 


Asp 


Pro 


Thr 


Tyr 










165 










170 










1 / b 




Phe 


His 


Gin 


Ser 


Ser 


Gin 


Arg 


Thr 


Tyr 


Val 


Trp 


Glu 


Lys 


Arg 


Ser 


Leu 








180 










185 
















Asp 


Tyr 


His 


Leu 


Lys 


Asn 


Pro 


Gly 


He 


Gin 


Ser 


Met 


Tyr 


Gly 


Val 


He 






195 










200 










205 








His 


Gly 


Gly 


Thr 


Phe 


Pro 


Asp 


Gin 


Arg 


Lys 


Leu 


Gly 


Cys 


Lys 


Phe 


Val 




210 










215 










220 










Glu 


Asp 


Leu 


Pro 


Phe 


Asp 


Gly 


Ser 


Ala 


He 


Gly 


Gly 


Ser 


Leu 


Gly 


Lys 


225 










23 0 










23 5 










240 


Asn 


Leu 


Gin 


Asp 


He 


Val 


Glu 


Val 


Val 


Gly 


Val 


Thr 


Ala 


Ala 


Asn 


Leu 










245 










250 










255 




Ser 


Ala 


Glu 


Arg 


Pro 


Arg 


His 


Leu 


Leu 


Gly 


He 


Gly 


Asp 


Leu 


Pro 


Ser 








260 










265 










270 






He 


Trp 


Ala 


Thr 


Val 


Gly 


Phe 


Gly 


He 


Asp 


Ser 


Phe 


Asp 


Ser 


Ser 


Tyr 






275 










280 










285 








Pro 


Thr 


Lys 


Ala 


Ala 


Arg 


His 


Gly 


Ser 


Gly 


He 


Leu 


Thr 


Ser 


Gin 


Gly 




290 










295 










300 










Pro 


Leu 


Lys 


He 


Asn 


Asn 


Gin 


Arg 


Tyr 


Ser 


Ser 


Asp 


Leu 


Asn 


Pro 


He 


305 










310 










315 










320 


Glu 


Pro 


Gly 


Cys 


Ser 


Cys 


Leu 


Ala 


Cys 


Ser 


Gin 


Gly 


He 


Thr 


Arg 


Ala 










325' 










330 










335 




Tyr 


Leu 


Arg 


His 


Leu 


Phe 


Lys 


Val 


His 


Glu 


Pro 


Asn 


Ala 


Gly 


He 


Trp 








340 










345 










350 






Ala 


Ser 


He 


His 


Asn 


Met 


His 


His 


Met 

















355 360 



(2) INFORMATIONS POUR LA SEQ ID NO: 257: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 260 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 2 57 9 1 1 . . 2 5 8 6 9 0 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 257: 



Asp 


Ser 


Phe 


Cys 


vai 


rae 


lie 


biy 


riie 


Ser 


1 1 fcr 


Lys 


XT L \J 


XT I lfc: 


A 1 Pi 


val 


1 








c 
-> 










i n 

i \j • 










X -> 




Tyr 


Leu 


pne 


Asp 


Leu 


Lys 


Lys 


1111 






Pin 






val 




Car 








o n 




















3 0 






Va 1 


Gly 


Gin 


bill 


Ala 


Ser 


pi n 
(jin 


Asn 


lili 


Leu 


Cor 




X 11 X 


Tip 


Arg 


Pr o 
















d n 










45 








Arg 


lie 


Pro 


Cor 


Tip 

lie 


Tip 

J. i fcs 




Gly 


Ser 


Lys 


Glu 


Val 


Ser 


Leu 


Ala 


Leu 




b U 




















60 










riie 


Veil 


Leu 






Val 


Leu 


Ala 


He 


Val 


Glv 

vj xy 


Ala 


Cys 


Ala 


Ala 


Ala 












7 n 










7 5 










80 


V d _L 


\j JLy 


Gly 


Ala 


Phe 


Ser 


Val 


Cys 


Leu 


Glv 


Ala 


Leu 


Phe 


Leu 


Glv 


Glv 










AS 

o _> 










90 










95 




vdl 


Val 


Leu 




1 1 i JL 






Leu 


Leu 


Ala 


Val 


Leu 


Glu 


Phe 


Cys 


His 








inn 

1UU 










i n ^ 

j. w j 










110 






He 


Arg 


Ser 


Ser 


Arg 


blU 


Lys 


Tyr 


Va X 


Tip 
lie 




Thr- 

X 1 1 L 


Lys 


Gin 


Asp 


Leu 






1 1 j 










120 










125 








Phe 


Lys 


Glu 


Pro 


Val 


He 


Gin 


Glu 


Glu 


Gin 


Ala 


Thr 


Pro 


Leu 


He 


Glu 




130 










135 










140 










Glu 


Ala 


Ser 


Tyr 


Thr 


Cys 


Glu 


Pro 


Gly 


He 


Pro 


Leu 


Ser 


Gly 


Pro 


Glu 


145 










150 










155 










160 


Glu 


Val 


Gin 


Gin 


Glu 


Arg 


Pro 


Val 


He 


Leu 


Gin 


Lys 


Asp 


Leu 


Asp 


Leu 










165 










170 










175 




Ser 


His 


Val 


Pro 


Lys 


Tyr 


He 


Ala 


Val 


Gly 


Ser 


His 


Val 


Val 


Glu 


Leu 








180 










185 










190 






Val 


Lys 


Ala 


Gly 


Lys 


He 


Gly 


Arg 


Asn 


Gly 


Glu 


Leu 


Leu 


Leu 


Glu 


Glu 






195 










200 










205 








Gly 


He 


Asp 


Thr 


Asp 


Gin 


Asn 


Phe 


Val 


Arg 


Arg 


Ala 


Lys 


Glu 


Ala 


Gly 




210 










215 










220 










Ser 


He 


Arg 


Gin 


Arg 


Arg 


Glu 


Val 


Val 


Arg 


Leu 


Asp 


Gly 


Phe 


Cys 


Cys 


225 










230 










235 










240 


Lys 


Val 


Leu 


Pro 


Lys 


Thr 


Ser 


Lys 


Ser 


Glu 


Ser 


He 


Asn 


Asp 


Leu 


Val 








245 










250 










255 




Ser 


Asn 


Asp 


Cys 



























260 



(2) INFORMATIONS POUR LA SEQ ID NO : 2 58: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 6 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 258780 259187 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 258: 

Glu Pro Ser Ser Xaa Ala Phe Cys Glu Gly Arg Cys Ala Cys Ala Tyr 
1 5 10 15 



1028 



Arg Arg Ser Val Val Ser Phe Tyr Pro Gin Asn Leu Pro Ser Phe Arg 

20 25 30 

Arg Arg Lys Pro Ser Arg Thr Asp Ser Pro lie Lys His Ala Lys His 

35 40 45 

Phe Leu Arg Asp His Leu Ser His Leu Arg Lys lie Leu Ala Gly Lys 

50 55 60 

Pro Gin Glu Val lie Glu Ala Trp Tyr Glu lie Leu Gly Lys Lys Tyr 
65 70 75 80 

Asn Gly Met Thr Gin Ala lie Gly Leu Lys Asp Gly lie Leu Ser He 

85 90 95 

Lys Val Arg Asn Ala Ser Leu Tyr Ala Val Leu Lys Gin Ser Ser Gin 

100 105 110 

Lys Glu Leu He Ser Arg He His Ser Ala Val Pro Gly Ala Lys Val 

115 120 125 

Lys Glu He Arg Phe Leu Leu Gly 
130 135 



(2) INFORMATIONS POUR LA SEQ ID NO : 2 59: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 804 acides amines 

{ B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 259 193 .. 2 61604 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 2 59: 



Met 


Asp 


Ala 


Gin 


Glu 


Lys 


Lys 


Tyr 


Asp 


Ala 


Ser 


Ala 


He 


Thr 


Val 


Leu 


1 








5 










10 










15 




Glu 


Gly 


Leu 


Gin 


Ala 


Val 


Arg 


Glu 


Arg 


Pro 


Gly 


Met 


Tyr 


He 


Gly 


Asp 








20 










25 










30 






Thr 


Gly 


Val 


Thr 


Gly 


Leu 


His 


His 


Leu 


Val 


Tyr 


Glu 


Val 


Val 


Asp 


Asn 




35 










40 










45 








Ser 


He 


Asp 


Glu 


Ala 


Met 


Ala 


Gly 


Phe 


Cys 


Thr 


Glu 


Val 


Val 


Val 


Arg 




50 










55 










60 










He 


Leu 


Glu 


Asp 


Gly 


Gly 


He 


Ser 


He 


Ser 


Asp 


Asn 


Gly 


Arg 


Gly 


He 


65 










70 










75 










80 


Pro 


He 


Gin 


He 


His 


Glu 


Lys 


Glu 


Ser 


Ala 


Lys 


Gin 


Gly 


Arg 


Glu 


He 










85 










90 










95 




Ser 


Ala 


Leu 


Glu 


Val 


Val 


Leu 


Thr 


Val 


Leu 


His 


Ala 


Gly 


Gly 


Lys 


Phe 








100 










105 










110 






Asp 


Lys 


Asp 


Ser 


Tyr 


Lys 


Val 


Ser 


Gly 


Gly 


Leu 


Xaa 


Gly 


Val 


Gly 


Val 






115 










120 










125 








Ser 


Cys 


Val 


Asn 


Ala 


Leu 


Ser 


Glu 


Lys 


Phe 


He 


Ala 


Lys 


Val 


Phe 


Lys 




130 










135 










140 










Asp 


Gly 


Gin 


Ala 


Tyr 


Ser 


Met 


Glu 


Phe 


Ser 


Arg 


Gly 


Ala 


Pro 


Leu 


Thr 


145 










150 










155 










160 


Thr 


Leu 


Gin 


Val 


Leu 


Gly 


Pro 


Thr 


Asp 


Lys 


Arg 


Gly 


Thr 


Glu 


Val 


Leu 










165 










170 










175 




Phe 


Tyr 


Pro 


Asp 


Pro 


Ala 


lie 


Phe 


Ser 


Thr 


Cys 


Val 


Phe 


Asp 


Arg 


Ala 








iao 










185 










190 






He 


Leu 


Met 


Lys 


Arg 


Leu 


Arg 


Glu 


Leu 


Ala 


Phe 


Leu 


Asn 


Arg 


Gly 


Ala 






195 










200 










205 








Thr 


He 


Val 


Phe 


Glu 


Asp 


Asp 


Arg 


Asp 


Thr 


Gly 


Phe 


Asp 


Lys 


Val 


Val 



1029 



210 215 220 

Phe Phe Tyr Glu Gly Gly lie Gin Ser Phe Val Ser Tyr Leu Asn Gin 
225 230 235 240 

Asn Lys Glu lie Leu Phe Pro Asn Pro lie Tyr lie Gin Gly Ser Arg 

245 250 255 

Pro Gly Asp Asp Gly Asp lie Glu Phe Glu Ala Ala Leu Gin Trp Asn 

260 265 270 

Ser Gly Tyr Ser Glu Leu lie Tyr Ser Tyr Ala Asn Asn lie Pro Thr 

275 280 285 

Arg Gin Gly Gly Thr His Leu Thr Gly Phe Ser Thr Ala Leu Thr Arg 

290 295 300 

Ala Val Asn Ser Tyr lie Lys Ala His Asn Leu Ser Lys Ser Asp Lys 
305 310 315 320 

Leu Ser Leu Thr Gly Glu Asp lie Lys Glu Gly Leu Val Ala lie Val 

325 330 335 

Ser Val Lys Val Pro Asn Pro Gin Phe Glu Gly Gin Thr Lys Gin Lys 

340 345 350 

Leu Gly Asn Ser Asp Val Gly Ser Val Ser Gin Gin lie Ser Gly Glu 

355 360 365 

Val Leu Thr Thr Phe Phe Glu Glu Asn Thr Gin He Ala Lys Thr He 

370 375 380 

Val Asp Lys Val Phe Val Ala Ala Gin Ala Arg Glu Ala Ala Lys Arg 
385 390 395 400 

Ala Arg Glu Leu Thr Phe Arg Lys Ser Ala Leu Asp Ser Ala Arg Leu 

405 410 415 

Pro Gly Lys Leu He Asp Cys Leu Glu Lys Asp Pro Glu Lys Cys Glu 

420 425 430 

Met Tyr He Val Glu Gly Asp Ser Ala Gly Gly Ser Ala Lys Gin Gly 

435 440 445 

Arg Asp Arg Arg Phe Gin Ala He Leu Pro He Arg Gly Lys He Leu 

450 455 460 

Asn Val Glu Lys Ala Arg Leu Gin Lys Val Phe Gin Asn Gin Glu He 
465 470 475 480 

Gly Ser He He Ala Ala Leu Gly Cys Gly He Gly Lys Asp Asn Phe 

485 490 495 

Asn Leu Ser Lys Leu Arg Tyr Lys Arg He He He Met Thr Asp Ala 

500 505 510 

Asp Val Asp Gly Ser His He Arg Thr Leu Leu Leu Thr Phe Phe Tyr 

515. 520 525 

Arg His Met Ser Ala Leu He Glu Asn Glu Cys Val Tyr He Ala Gin 

530 535 540 

Pro Pro Leu Tyr Arg Val Ser Lys Lys Lys Asp Phe Arg Tyr He Leu 
545 550 555 560 

Ser Glu Lys Glu Met Asp Gly Tyr Leu Leu Asn Leu Gly Thr Lys Glu 

565 - - 570 575 

Ser Gin He Val Phe Asp Asp Thr Leu Arg Asp Leu Arg Gly Glu Ala 

580 585 590 

Leu Glu Thr Phe Val Asn Leu He Leu Glu Val Glu Ser Phe He Val 

595 600 605 

Ser Leu Glu Lys Lys Ala He Pro Phe Ser Glu Phe Leu Asp Met Phe 

610 615 620 

Arg Asp Gly Ala Tyr Pro Leu Tyr Tyr Tyr Pro Pro Glu Ser Gly Lys 
625 630 635 640 

Gin Gly Gly Ser Tyr Leu Tyr Ser His Glu Glu Lys Glu Ala Ala He 

645 650 655 

Ala Ala Asn Glu Glu Ser Ala Ser Arg He Leu Glu Leu Tyr Lys Gly 

.660 665- 670 

Ser Val Leu Glu Glu Leu Gin Arg Asp Leu Gly Asp Tyr Gly Tyr Asp 
675 . 680 685 
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lie 


Arg 


Asn 


Tyr 


Leu 


His 


Pro 


Lys 


(j-Ly 


Ser 


\j j_y 


j. J. e 


1 nr 


va x 


Ser 


1 nr 




6 9 0 










c o c: 










"7 n n 
/ u u 










Glu 


Asp 


Pro 


Lys 


He 


Ser 


Pro 


Tyr 


val 


Cys 


Tyr 


rpV-, v- 

mr 


Leu 


Lys 


Lj J.U 




7 05 










/ ± U 










/ i -> 










7 9 0 


lie 


Asp 


Tyr 


Leu 


Lys 


Cjiy 


Leu 




Arg 


Lys 


\j j.y 


Tic 
lie 


fin 


lie 




Arg 










/ j£ -J 










7 3 0 










735 




Tyr 


Lys 


Gly 


Leu 


Gly 


Glu 


Met 


Asn 


Ala 


Asp 


Gin 


Leu 


Trp 


Asp 


Thr 


Thr 








740 










745 










750 






Met 


Asn 


Pro 


Glu 


Gin 


Arg 


Thr 


Leu 


Val 


Arg 


Val 


Ser 


Leu 


Lys 


Asp 


Ala 






755 










760 










765 








Val 


Glu 


Ala 


Asp 


His 


He 


Phe 


Thr 


Met 


Leu 


Met 


Gly 


Glu 


Glu 


Val 


Pro 




770 










775 










780 










Pro 


Arg 


Arg 


Glu 


Phe 


He 


Lys 


Ser 


His 


Ala 


Leu 


Ser 


He 


Arg 


Met 


Asn 


785 










790 










795 










800 


Asn 


Leu 


Asp 


lie 



























(2) INFORMATIONS POUR LA SEQ ID NO : 260: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 83 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 261622 .. 264 129 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 260: 

Met Leu Asn Lys Glu Glu He He Val Pro Lys Asn Leu Glu Glu Glu 

1 .5 10 15 

Met Lys Glu Ser Tyr Leu Arg Tyr Ser Met Ser Val He He Ser Arg 

20 25 30 

Ala Leu Pro Asp Ala Arg Asp Gly Leu Lys Pro Ser Gin Arg Arg He 

35 40 45 

Leu Tyr Ala Met Lys Gin Leu Asn Leu Thr Pro Gly Val Lys His Arg 

50 55 60 

Lys Cys Ala Lys He Cys Gly Asp Thr Ser Gly Asp Tyr His Pro His 
65 70 75 80 

Gly Glu Ser Val He Tyr Pro Thr Leu Val Arg Met Ala Gin Asp Trp 

85 90 95 

Ala Met Arg Tyr Pro Leu Val Asp Gly Gin Gly Asn Phe Gly Ser He 

100 105 110 

Asp Gly Asp Pro Ala Ala Ala Met Arg Tyr Thr Glu Ala Arg Leu Thr 

115 120 125 

His Ser Ala He Phe Leu Leu Glu Asp Leu Asp Lys Asp Thr Val Asp 

130 135 140 

Met Val Pro Asn Tyr Asp Glu Thr Lys Tyr Glu Pro Val Val Phe Pro 
145 150 155 160 

Ser Lys Phe Pro Asn Leu Leu Cys Asn Gly Ser Ser Gly He Ala Val 

165 170 175 

Gly Met Ala Thr Asn He Pro Pro His Asn Leu Gly Glu Leu He Glu 

180 185 190 

Ala Thr Leu Leu Val Leu Ala Asn Ser Gin Thr Ser He Glu Asp He 

195 200 205 

Leu Glu Val Met Pro Gly Pro Asp Phe Pro Thr Gly Gly He He Cys 
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210 215 220 

Gly Thr Glu Gly lie Arg Ser Thr Tyr Tyr Thr Gly Arg Gly Lys Leu 
225 230 235 240 

Arg Leu Arg Ala Arg Met His Val Glu Glu Asn Ser Asp Lys Gin Arg 

245 250 255 

Glu Asn lie lie Leu Thr Glu Met Pro Tyr Asn Val Asn Lys Ser Pro 

260 265 270 

Leu lie Glu Gin lie Ala Glu Leu lie Asn Glu Lys Thr Leu Thr Gly 

. 275 280 285 

lie Ser Asp Val Arg Asp Glu Ser Asp Lys Asp Gly Asn Arg Val Val 

290 295 300 

Leu Glu Leu Lys Lys Gly Glu Ser Ser Glu Val Val He Asn Arg Leu 
305 310 315 320 

Tyr Lys Phe Thr Asp Val Gin Val Thr Phe Gly Ala Asn Met Leu Ala 

325 - 330 335 

Leu Asp Lys Asn Leu Pro Arg Thr Met Asn He His Arg Met He Ser 

340 345 350 

Ala Trp lie Arg His Arg Met Asp Val He Arg Arg Arg Thr Arg Tyr 

355 360 365 

Glu Leu Asn Lys Ala Glu Ala Arg Ala His He Leu Glu Gly Phe Leu 

370 375 380 

Lys Ala Leu Ser Cys Met Asp Glu Val Val Lys Thr He Arg Glu Ser 
385 390 395 400 

Ser Asn Lys Glu His Ala Lys Gin Gin Leu Val Glu Leu Phe Ser Phe 

405 410 415 

Ser Glu Ala Gin Ala Leu Ala He Leu Glu Leu Arg Leu Tyr Gin Leu 

420 425 430 

Thr Gly Leu Glu Ala Asp Lys Val Gin Lys Glu Tyr Ser Glu Leu Leu 

435 440 445 

Glu Lys He Thr Tyr Tyr Arg Lys Val Leu Ala Glu Glu Glu Leu Val 

450 455 460 

Lys Asp He He Arg Glu Glu Leu Gin Glu Leu His Lys Val His Lys 
465 470 475 480 

Thr Pro Arg Arg Thr Lys He Glu Met Asp Thr Gly Asp Val Arg Asp 

485 490 495 

He Glu Asp He He Ser Asp Glu Ser Val He He Thr He Ser Gly 

500 505 510 

Asp Asp Tyr Val Lys Arg Met Pro Val Lys Val Phe Arg Glu Gin Lys 

515 520 525 

Arg Gly Gly Gin Gly Val Thr Gly Phe Asp Met Lys Lys Gly Ser Asp 

530 535 540 

Phe Leu Lys Ala Val Tyr Ser Ala Ser Thr Lys Asp Tyr Leu Leu He 
545 550 555 560 

Phe Thr Asn Phe Gly Gin Cys Tyr Trp Leu Lys Val Trp Gin Leu Pro 

565 " 570 575 

Glu Gly Glu Arg Arg Ala Lys Gly Lys Pro He He Asn Phe Leu Glu 

580 585 590 

Gly lie Arg Pro Gly Glu Gin Val Ala Ala Val Leu Asn Val Lys Arg 

595 600 605 

Phe Glu Gin Gly Glu Tyr Leu Phe Leu Ala Thr Lys Lys Gly Val Val 

610 - 615 620 

Lys Lys Val Ser Leu Asp Ala Phe Gly Ser Pro Arg Lys Lys Gly He 
625 630 635 640 

Arg Ala Leu Glu lie Asp Asp Gly Asp Glu Leu He Ala Ala Arg His 

645 650 655 

He Ala Asn Asp Glu Glu Lys Val Met Leu Phe Thr Arg Leu Gly Met 

660 665 670 

Ala Val Arg Phe Pro His Asp Lys Val Arg Pro Met Gly Arg Ala Ala 
675 680 685 
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Arg Gly Val Arg 
690 

Ser Cys Gin Val 
705 

Asn Gly Phe Gly 

Arg Gly Ser Val 
740 

Asp Val Leu Gly 
755 

Met Ser Ala Gin 
770 

Val Met Gly Arg 
785 

Gly Asp Thr Leu 

Val Glu Thr Glu 
820 

Thr lie Glu Glu 
835 



Gly Val Ser Leu 
695 

Val Thr Glu Asp 
710 

Lys Arg Ser Leu 
725 

Gly Val Arg Ser 

Ala lie Ser Val 
760 

Gly Gin Ala lie 
775 

Ala Thr Gin Gly 
790 

Val Ala Met Glu 
805 

Glu Asn Leu Ala 



Lys Asn Glu Gin 
700 

Gin Ser Val Leu 
715 

Val Cys Asp Phe 
730 

lie Val lie Asn 
745 

Thr Asp Cys Asp 

Arg lie Asn Met 
780 

Val Arg Leu Val 
795 

Lys Leu Ser lie 
810 

Ala Ser Val Gin 
825 



Asp Phe Val Val 

Val Val Cys Asp 
720 

Arg Glu Thr Asn 
735 

Gin Arg Asn Gly 
750 

Ser lie Leu Leu 
765 

Gin Asp Val Arg 

Asn Leu Arg Glu 
800 

Asn Thr Glu Ser 
815 

Ser Gly Gin Asp 
830 



(2) INFORMATIONS POUR LA SEQ ID NO: 261: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 206 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 2 6 4 1 2 5 2 647 4 2 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 261: 

Arg Asn Ser Val Phe lie Val Val Glu Gly Gly Glu Gly Ala Gly Lys 

1 5 10 15 

Thr Gin Phe lie Gin Ala Leu Ser Lys Arg Leu lie Glu Glu Gly Arg 

20 .25 30 

Glu lie Val Thr Thr Arg Glu Pro Gly Gly Cys Ser Leu Gly Asp Ser 

35 40 45 

Val Arg Gly Leu Leu Leu Asp Pro Glu Gin Lys lie Ser Pro Tyr Ala 

50 55 60 

Glu Leu Leu Leu Phe Leu Ala Ala Arg Ala Gin His lie Gin Glu Lys 
65 .70 75 80 

lie lie Pro Ala Leu Lys Ser Gly Lys Thr Val lie Ser Asp Arg Phe 

85 90 95 

His Asp Ser Thr lie Val Tyr Gin Gly He Ala Gly Gly Leu Gly Glu 

100 105 110 

Ser Phe Val Thr Asn Leu Cys Tyr His Val Val Gly Asp Lys Pro Phe 

115 120 125 

Leu Pro Asp He He Phe Leu Leu Asp He Pro Ala Arg Glu Gly Leu 

130 135 140 

Leu Arg Lys Ala Arg Gin Lys His Leu Asp Lys Phe Glu Gin Lys Pro 
145 150 155 160 

Gin He Phe His Gin Ser Val Arg Glu Gly Phe Leu Ala Leu Ala Glu 

165 170 175 

Lys Ala Pro Asp Arg Tyr Lys Val Leu Asp Ala Leu Leu Pro Thr Glu 
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180 185 190 

Ala Ser Val Asp Gin Ala Leu Leu Gin lie Arg Ala Leu lie 
195 200 205 



(2) INFORMATIONS POUR LA SEQ ID NO: 262: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 29 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 26474 1 265628 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 262: 

Tyr Arg Gin Gly Glu Val Met Glu Ser Ala Ala Trp Glu Ala Leu lie 

1 5 10 15 

Gin Arg Val Arg Asp Gin Lys Leu Pro Ser Ala He He Leu His Gly 

20 25 30 

Gin Asp Leu Ser Asn Leu Ser Ala Arg Ala Tyr Glu Tyr Ala Ser Leu 

35 40 45 

He He Lys Glu Thr Leu Pro Glu Ala Ala Tyr Lys Leu Ala Asn Lys 

50 55 60 

Leu His Pro Asp He His Glu Tyr Ser Pro Gin Gly Lys Gly Arg Leu 
65 70 75 80 

His Thr He Glu Thr Pro Arg Ala He Arg Lys Asp He Trp He His 

85 90 95 

Pro Tyr Glu Ser Pro Tyr Lys He Tyr He He Tyr Glu Ala Asp Arg 

100 105 110 

He Thr Leu Asp Ala He Ser Ala Phe Leu Lys Leu Leu Glu Asp Pro 

115 120 125 

Pro Gin Tyr Gly Met Phe He Leu Val Ser Ala Leu Pro Gin Arg Leu 

130 135 140 

Pro Pro Thr He Arg Ser Arg Cys Val Ser Phe His He Pro Met Glu 
145 150 155 160 

Glu Lys Thr Leu Val Ser Lys Lys Asp He Ala Phe Leu He Gly Leu 

165 170 175 

Ala Gin Gly Lys Glu Ser Val Thr Arg He Gly Ser Gin Val Lys Gly 

180 185 190 

Thr Ala Asp Glu Asp Lys Gin Val Leu Arg Asp Lys Thr Lys Ala Met 

195 " 200 205 

Leu Thr Val Leu Leu Gin Leu Phe Arg Asp Arg Phe Leu Leu Ala Lys 

210 215 220 

Lys Val Pro Val Ser Leu Leu Ala Tyr Pro Asp Leu Leu Asn Glu He 
225 230 235 240 

Lys Thr Met Pro Val Tyr Pro Leu Glu Glu Val Leu Ser He He Thr 

245 250 255 

Arg Ala Val Gin Ala Leu Asp Ser Tyr Ser Ser Ala Pro Ser Cys Leu 

260 265 270 

Glu Trp He Cys Leu Gin Leu Trp Ser Phe Lys Asn Arg Gin Gin Met 

275 280 285 

Ala He Arg Asn Arg Arg Arg Ser 
290 295 
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(2) INFORMATIONS POUR LA SEQ ID NO: 263: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 244 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 2 65 63 1 2 6 63 62 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 263: 



Mot- 
Luc L- 




lie 


Ala 


Asp 


Ser 


Gin 


Glu 


Glu 


Phe 


Leu 


Gin 


He 


Ala 


Cys 


Tyr 










5 










10 










15 




Asp 




lie 


Ser 


Thr 


Ala 


Asn 


Lys 


Ala 


He 


His 


Lys 


Arg 


Gly 


Ala 


Phe 






20 










25 










30 








Val 


Ala 


Leu 


Ser 


Gly 


Gly 


Lvs 


Thr 


Pro 


Leu 


Gin 


He 


Phe 


Gin 


Glu 






3 5 










40 










45 








lie 


Val 


Lys 


Lys 


Arg 


Ala 


Ala 


He 


Ser 


Asp 


Cys 


Ser 


Lys 


He 


Val 


Val 




50 










55 










60 










Phe 


Trp 


Gly 


Asp 


Glu 


Arg 


Ala 


Asn 


Glu 


Asp 


Val 


Glu 


Ala 


Gly 


Ser 


Asn 


65 










70 










75 










80 


Tyr 


Leu 


Lys 


Ala 


Met 


Asp 


He 


Leu 


Lys 


Gly 


Leu 


Arg 


He 


Pro 


Glu 


Asp 










85 










90 










95 




Gin 


lie 


Phe 


Arg 


Met 


Asp 


Thr 


Ala 


Asp 


Pro 


Lys 


Gly 


Asp 


Glu 


Ala 


Tyr 








100 










105 










110 






Glu 


Ala 


Leu 


He 


Gin 


Lys 


Tyr 


Val 


Pro 


Asp 


Ala 


He 


Phe 


Asp 


Met 


Val 






115 










120 










125 








Met 


Leu 


Gly 


Val 


Gly 


GlU 


Asp 


Gly 


His 


Thr 


Leu 


Ser 


Leu 


Phe 


Pro 


Glu 




130 










135 










140 










Thr 


Gin 


Ala 


Leu 


Glu 


GlU 


Lys 


Glu 


Arg 


Phe 


Val 


Val 


Phe 


Asn 


GlU 


Val 


145 










150 










155 










160 


Pro 


Gin 


Leu 


His 


Thr 


Arg 


Arg 


Met 


Thr 


Leu 


Thr 


Phe 


Pro 


He 


Val 


Arg 










165 










170 










175 




Gin 


Ala 


Arg 


His 


Leu 


Val 


Ala 


Tyr 


Val 


Gin 


Gly 


Glu 


Asn 


Lys 


Gin 


Asp 








180 










185 










190 






Leu 


Phe 


His 


Lys 


Leu 


Val 


His 


Pro 


Leu 


Gly 


Arg 


Asp 


Thr 


Phe 


Pro 


He 






195 










200 










205 








GlU 


Arg 


Val 


Gly 


Thr 


Pro 


Leu 


Asn 


Pro 


Val 


Gin 


Trp 


Val 


Leu 


Ser 


Ser 




210 










215 










220 










Asp 


Ser 


Cys 


Arg 


Lys 


Thr 


Asp 


Leu 


Ala 


Asp 


He 


Pro 


Ala 


Asp 


Cys 


Lys 


225 










230 










235 










240 


Leu 


Glu 


Met 


Phe 



























(2) INFORMATIONS POUR LA SEQ ID NO: 264: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 171 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (266426 266938 ) 
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(xi> DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 2 64: 



Lys Leu Phe lie 
1 

Gin Ala Gly Lys 
20 

Phe Lys Lys Ser 
3 5 

Cys Pro Leu Asp 
50 

Gly Val Ala Leu 
65 

Val Arg Pro Val 

Val Thr Pro Glu 
100 

Asp Arg Thr Leu 

' 115 
Leu Phe Ser Pro 
130 

Pro Asn Tyr Met 
145 

Leu Ser Arg Asp 



Asp Asn Pro Arg 
5 

Arg Leu Pro Lys 

Ser Tyr Asn Leu 
40 

Asn Asp Leu Leu 
55 

Gin Phe Asn Cys 
70 

Lys Met Asp Phe 
85 

Ala Tyr Glu Arg 

Phe Thr Ser Asn 
120 

Leu Leu Glu Lys 
135 

Ala Gly Ser Leu 
150 

Gly Lys Ala Trp 
165 



Trp Lys Gly Val 
10 

Arg Thr Thr Asp 
25 

Phe Asn Ala Glu 

lie lie Arg He 
60 

Lys Val Pro Gly 
75 

Arg Tyr Asp Ser 
90 

Leu Leu Cys Asp 
105 

Glu Glu Val Leu 

Trp Ser Gin Val 
140 

Arg Pro Gin Glu 
155 

Arg Pro Tyr 
170 



Pro Phe Tyr Leu 
15 

He Ala Val He 
30 

Asn Cys Pro Leu 
45 

Gin Pro Asp Glu 

Thr Asn Lys Leu 
80 

Tyr Phe Asn Thr 
95 

Cys He Leu Gly 
110 

Ala Ser Trp Glu 
125 

His Pro He Phe 

Ala Asp Glu Leu 
160 



(2) INFORMATIONS POUR LA SEQ ID NO: 265: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 340 acides amines * 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 2 66942 267 961 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 2 65: 



He Leu Gly Cys 
1 

Pro Ala Cys Pro 
20 

Leu Thr Ser Arg 
35 

Gly Arg Leu Ser 
50 

Lys Ser His Glu 
65 

Phe Ser His Ser 

Asn Arg He Phe 
100 

Ser Ala Leu Lys 
115 

Gin Gly Asn Arg 
130 



Thr Leu Glu Glu 
5 

Pro Cys He Val 

Lys Leu Phe Pro 
40 

Glu Asn Phe Val 
55 

Gin Phe Arg Glu 
70 

Ser Glu He Asp 
85 

Tyr His Gin Ala 

Ala Tyr Leu Glu 
• 120 

Leu Phe Tyr Leu 
135 



He Lys Asp Phe 
10 

Val He Phe Gly 
25 

Ala Leu Tyr Asn 

Cys Val Gly Phe 
60 

Glu Met Lys Leu 
75 

He Arg Val Trp 
90 

Asn Phe Ser Asp 
105 

Gin Leu Asp Gin 

Ser Thr Pro Pro 
140 



Gly Pro Thr Leu 
15 

Ala Thr Gly Asp 
30 

Leu Thr Lys Glu 
45 

Ala Arg Arg Pro 

Ala Val Gin His 
80 

Glu Ser Leu Glu 
95 

Ala Glu Gly Tyr 
110 

Gin Tyr Gly Thr 
125 

Asp Tyr Phe Gin 
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Glu 


lie 


lie 


Arg 


Asn 


Leu 


Asn 


Arg 


His 


Gin 


Leu 


Phe 


Tyr 


His 


Glu 


Gin 


145 










150 










155 










160 


Gly 


Ala 


Gin 


Gin 


Pro 


Trr> 


Ser 


Arg 


Leu 


He 


He 


Glu 


Lys 


Pro 


Phe 


Glv 










165 










170 










175 




Val 


Asn 


Leu 


Glu 


Thr 


Ala 


Arg 


Glu 


Leu 


Gin 


Gin 


Cys 


He 


Asp 


Ala 


Asn 








180 










185 










190 






lie 


Asp 


Glu 


Glu 


Ser 


Val 


Tvr 


Arg 


He 


Asp 


His 


Tvr 


Leu 


Glv 


Lys 


Glu 






195 










200 










205 








Thr 


Val 


Gin 


Asn 


He 


Leu 


Thr 


He 


Arg 


Phe 


Ala 


Asn 


Thr 


Leu 


Phe 


Glu 




210 










215 










220 










Ser 




±J -b J 


Asn 


Ser 


Gin 


Tvr 


He 


Asp 


His 


Val 


Gin 


He 


Ser 


Val 


Ser 


225 










230 










235 










240 


Glu 


Seir 


lie 


Gly 


He 


Gly 


Ser 


Arg 


Glv 


Asn 


Phe 


Phe 


Glu 


Lys 


Ser 


Glv 










2 45 










250 










255 




Mot 

ruts l. 




Arg 


Asp 


Met 


Val 


Gin 


Asn 


His 


Leu 


Thr 


Gin 


Leu 


Leu 


Cys 


Leu 








2 60 










265 










270 






Leu 


Tnr 




Vj J. U 


Pro 


Pro 


Ser 


fin 


rllt; 






\J J. LA 




Tip 










275 










280 










285 








Glu 


Lys 


He 


Lys 


He 


Leu 


Lys 


Lys 


He 


Leu 


Pro 


He 


Arg 


Glu 


Glu 


Asp 




290 










295 










300 










Ala 


Val 


Arg 


Gly 


Gin 


Tyr 


Gly 


Glu 


Gly 


He 


Val 


Gin 


Asp 


Val 


Ser 


Val 


305 










310 










315 










320 


Leu 


Gly 


Tyr 


Arg 


Glu 


Glu 


Glu 


Asn 


Val 


Asp 


Pro 


Asn 


Ser 


Ser 


Val 


Glu 










325 










330 










335 




Thr 


Tyr 


Val 


Ala 
































340 



























(2) INFORMATIONS POUR LA SEQ ID NO: 2 66: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 85 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement (268066 268320) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 266: 

Phe Ser Gly Asn Pro Leu Pro Met Gin Lys Ala Tyr Ala Ser Ser Val 

1 5 10 15 

Gin Ser Glu He Gin Glu Leu Ala Ala Leu He Gin Glu Met Thr Ala 

20 25 30 

He Glu Val He Leu Trp Asp Glu Arg Leu Ser Ser Ala Gin Ala Glu 

35 40 45 

Arg Met Leu Lys Ser Asp Cys Gly Leu Asn Arg Lys Gin Arg Lys Asn 

50 55 60 

Ser Ser Asp Ser Leu Ala Ala Thr Leu He Leu Ser Ser Phe Leu Asp 
65 70 75 80 

Ser Arg Lys Leu Tyr 
85 



(2) INFORMATIONS POUR LA SEQ ID NO: 2 67: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 102 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHE-TIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 2 682 0 5 2 68 5 10 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 267: 

Met Asn lie Ala Lys Gin Gin Gin Ala Phe Leu Gly lie Asp Tyr Gly 

1 5 10 15 

Lys Lys Arg lie Gly Leu Ala Phe Ala Ser Ser Pro Leu Leu lie Pro 

20 . 25 . 30 

Leu Pro lie Gly Asn Val Glu Ala Arg Ser Ser Leu Thr Leu Thr Ala 

. 35 40 45 

Gin Ala Leu Val Ser lie lie Lys Glu Arg Ala Val Thr Thr Val Val 

50 55 60 

Phe Gly Glu Ser lie Thr Tyr Ala Lys Ser Leu Cys Phe Lys Arg Ala 
65 70 75 80 

lie Arg Asn Ser Arg Thr Ser Arg Thr His Pro Arg Asn Asp Cys Tyr 

85 90 95 

Arg Ser His Ser Leu Gly 
100 



(2) INFORMATIONS POUR LA SEQ ID NO: 268: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 539 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HY.POTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 2 68 5 0 0 . . 27 0 1 1 6 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 2 68: 

Met Ser Phe Lys Ser lie Phe Leu Thr Gly Gly Val Val Ser Ser Leu 

1-5 10- 15 

Gly Lys Gly Leu Thr Ala Ala Ser Leu Ala Leu Leu Leu Glu Arg Gin 

20 - 25 30 

Asp Leu Lys Val Ala Met Leu Lys Leu Asp Pro Tyr Leu Asn Val Asp 

35 40 45 

Pro Gly Thr Met Asn Pro Tyr Glu His Gly Glu Val Tyr Val Thr Asp 

50 .55 60 

Asp Gly Val Glu Thr Asp Leu Asp Leu Gly His Tyr His Arg Phe Ser 
65 70 75 80 

Ser Val Gin Leu Ser Lys Tyr Ser He Ala Thr Ser Gly Gin He Tyr 

85 90 95 

Thr Lys Val Leu Thr Lys Glu Arg Asn Gly Glu Phe Leu Gly Ser Thr 

100 105 110 

Val Gin Val He Pro His Val Thr Asn Glu He He Asn Val He Gin 

115 120 125 

Ser Cys Ala Asp His His Lys Pro Asp He Leu He Val Glu He Gly 
130 135 140 
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Gly Thr lie Gly Asp lie Glu Ser Leu Pro Phe Leu Glu Ala Val Arg 
145 150 155 160 

Gin Phe Arg Cys Glu His Pro Gin Asp Cys Leu Ser lie His Met Thr 

165 170 175 

Tyr Val Pro Tyr Leu Arg Ala Ala Lys Glu He Lys Thr Lys Pro Thr 

180 185 190 

Gin His Ser Val Gin Asn Leu Arg Ser He Gly He Ser Pro Asp Val 

195 200 205 

He Leu Cys Arg Ser Glu Ala Pro Leu Ser Thr Glu Val Lys Arg Lys 

210 215 220 

He Ser Leu Phe Cys Asn Val Pro Glu His Ala Val Phe Asn Ala He 
225 230 235 240 

Asp Leu Glu Arg Ser He Tyr Glu Met Pro Leu Leu Leu Ala Lys Glu 

245 250 255 

Asn He Ser Asp Phe Leu Leu Asn Lys Leu Gly Phe Ser Pro Lys Pro 

260 265 270 

Leu Asp Leu Ser Asp Trp Gin Asp Leu Val Glu Ala Leu Cys Asp Lys 

275 280 • . 285 

Glu Arg Gin His Val Arg He Gly Leu Val Gly Lys Tyr Leu Glu His 

290 295 300 

Lys Asp Ala Tyr Lys Ser Val Phe Glu Ala Leu Phe His Ala Ser Val 
305 310 315 320 

Pro Ala Asn Cys Ser Leu Glu Leu Val Pro He Ala Pro Glu Ser Glu 

325 330 335 

Asp Leu Leu Glu Gin Leu Ser Gin Cys Asp Gly Cys Leu He Pro Gly 

340 345 350 

Gly Phe Gly Thr Arg Ser Trp Glu Gly Lys He Ser Ala Ala Arg Tyr 

355 360 365 

Cys Arg Glu Gin Asn He Pro Cys Phe Gly He Cys Leu Gly Met Gin 

370 375 380 

Ala Leu Val Val Glu Tyr Ala Arg Asn Val Leu Asp Lys Pro Leu Ala 
385 390 395 400 

Asn Ser Met Glu Met Asn Pro Glu Thr Pro Asp Pro Val Val Cys Met 

405 410 415 

Met Glu Gly Gin Asp Ser Val Val Lys Gly Gly Thr Met Arg Leu Gly 

420 425 430 

Ala Tyr Pro Cys Arg He Ala Pro Gly Ser Leu Ala Ser Ala Ala Tyr 

435 440 445 

Lys Thr Asp Leu Val Gin Glu Arg His Arg His Arg Tyr Glu Val Asn 

450 455 460 

Pro Ser Tyr He Glu Arg Leu Glu Glu His Gly Leu Lys He Ala Gly 
465 470 475 480 

Val Cys Pro Leu Gly Glu Leu Cys Glu He Val Glu He Pro Asn His 

485 490 495 

Arg Trp Met Leu Gly Val Gin Phe His Pro Glu Phe Leu Ser Lys Leu 

500 505 510 

Ala Lys Pro His Pro Leu Phe He Glu Phe He Arg Ala Ala Lys Ala 

515 520 525 

Tyr Ser Leu Glu Lys Ala Asn His Glu His Arg 
530 535 



(2) INFORMATIONS POUR LA SEQ ID NO: 2 69: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 54 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 27 00 9 5 27 0856 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 269: 



Met 


Phe 


Ala 


Phe 


Leu 


Thr 


Ser 


Lys 


Lvs 


Val 


Glv 

J; 


He 


Leu 


Pro 


Ser 


Arg 


1 








5 










10 










15 




Trp 


Gly 


Ser 


Ser 


Arg 


Phe 


Pro 


Gly 


Lys 


Pro 


Leu 


Ala 


Lys 


He 


Leu 


Glv 








20 










25 










30 






Lys 


Thr 


Leu 


Val 


Gin 


Arcr 


Ser 


TVr 


Glu 


Asn 


Ala 


Leu 


Ser 


Ser 


Gin 


Ser 






35 










40 










45 








Leu 


Asd 


Cvs 


Val 


Val 


Val 


Ala 


Thr 


Asp 


Asp 


Gin 


Arcr 


He 


Phe 


Asp 


His 




50 










55 










60 










Val 


Val 


Glu 


Phe 


Glv 


Glv 


Leu 


Cvs 


Val 


Met 


Thr 


Ser 


Thr 


Ser 


Cys 


Ala 


65 










70 










75 










80 


Asn 


Glv 


Thr 


Glu 


Arg 


Val 


Glu 


Glu 


Val 


Val 


Ser 


Arg 


His 


Phe 


Pro 


Gin 










85 










90 










95 




Ala 


Glu 


He 


Val 


Val 


Asn 


He 


Gin 


Gly 
-i 


Asp 


Glu 


Pro 


Cvs 


Leu 


Ser 


Pro 








100 










105 










110 






Thr 


Val 


He 


Asp 


Gly 


Leu 


Val 


Ser 


Thr 


Leu 


Glu 


Asn 


Asn 


Pro 


Ala 


Ala 






115 










120 










125 








Asp 


Met 


Val 


Thr 


Pro 


Val 


Thr 


Glu 


Thr 


Thr 


Asp 


Pro 


Glu 


Ala 


He 


Leu 




130 










135 










140 










Thr 


Asp 


His 


Lys 


Val 


Lys 


Cys 


Val 


Phe 


Asp 


Lys 


Asn 


Gly 


Lys 


Ala 


Leu 


145 










150 










155 










160 


Tyr 


Phe 


Ser 


Arg 


Ser 


Ala 


He 


Pro 


His 


Asn 


Phe 


Lys 


His 


Pro 


Thr 


Pro 










165 










170 










175 




He 


Tyr 


Leu 


His 


He 


Gly 


Val 


Tyr 


Ala 


Phe 


Arg 


Lys 


Ala 


Phe 


Leu 


Ser 








180 










185 










190 






Glu 


Tyr 


Val 


Lys 


He 


Pro 


Pro 


Ser 


Ser 


Leu 


Ser 


Leu 


Ala 


Glu 


Asp 


Leu 






195 










200 










205 








Glu 


Gin 


Leu 


Arg 


Val 


Leu 


Glu 


Thr 


Gly 


Arg 


Ser 


He 


Tyr 


Val 


His 


Val 




210 










215 










220 










Val 


Gin 


Asn 


Ala 


Thr 


Gly 


Pro 


Ser 


Val 


Asp 


Tyr 


Pro 


Glu 


Asp 


He 


Thr 


225 










230 










235 










240 


Lys 


Val 


Glu 


Gin 


Tyr 


Leu 


Leu 


Cys 


Leu 


Ser 


Lys 


Ala 


Ser 


Phe 







245 250 



(2) INFORMATIONS POUR LA SEQ ID NO: 27 0: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 141 acides- amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) , POSITION DANS LE. GENOME : 27 1 19 1 . . 27 1613 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 270: 

Ser Asn Glu Lys Leu Leu Tyr Phe He He He Met Leu Ser Lys Phe 
1 5 10 15 

Cys Lys Leu Ser Leu Ser Ala lie Leu Leu He Asn Thr Leu Ala Pro 
20 25 30 
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Ser Glu Ala Phe 
35 

Lys Ser Trp lie 
50 

Ser Gin Thr Ser 
65 

Arg Tyr Asp Tyr 

Ser Pro Glu His 
100 

Ala lie Arg Tyr 
115 

Val Tyr Val Val 
130 



Ser Glu Glu Gly 
40 

Leu Lys Asp Lys 
55 

Ala lie Glu Lys 
70 

Thr Gin Glu Ser 
85 

Ser Glu Gin Val 

Asp Thr Tyr Val 
120 

Ser Val Leu Gly 
135 



Thr Ser Gly Phe 

Thr lie Leu Ser 
60 

Val Ser Asp Leu 
75 

Gly Phe Ala lie 
90 

lie Glu Val Pro 
105 

Ala Glu Thr Pro 

lie Ser Arg Glu 
140 



Leu Gly Arg Met 
45 

Thr Thr Glu Glu 

Leu Ser Trp Lys 
80 

Gin Phe Pro Glu 
95 

Gin Ser Asp Leu 
110 

Ser Asp Ser Thr 

125 

Asn 



(2) INFORMATIONS POUR LA SEQ ID NO: 271: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 238 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 272219 272 932 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 271: 

Phe Leu Phe Arg Ser Cys Phe Pro Met Leu Asp Val Lys Ser Leu Tyr 

15 10 15 

Tyr Ser His Ala Ser His Ser Val Phe Glu Asp Ala Ser Ala Gly Phe 

20 25 . 30 

Ala Ser Gly Gin lie Ser Met Val Leu Gly Ala Ser Gly Ser Gly Lys 

35 40 45 

Thr Thr Leu Phe Arg lie lie Val Gly Leu Leu Ser Cys Ser Leu Gly 

50 55 60 

Glu lie Leu Trp Lys Gly Gin Pro lie Gin Gin Glu Gin lie Ala Tyr 
65 70 75 80 

Met Gin Gin Lys Glu Ala Leu Leu Pro Trp Arg Thr Val Arg Lys Asn 

85 - 90 95 

lie Leu Leu Leu Thr Glu Leu Gly Ser Arg Lys Gin Lys Thr Thr lie 

100 105 110 

Glu Glu Glu Cys Phe Tyr Asn Val Val His Ser Phe Gly Leu Ser Ser 

115 120 125 

Leu Leu Asp Arg Phe Pro Asp Glu Leu Ser Gly Gly Gin Arg Gin Arg 

130 135 140 

Val Val Phe Ala Met Gin Ser Leu Ser Pro Lys Pro lie Leu Leu Leu 
145 150 155 160 

Asp Glu Pro Phe Thr Ser Leu Asp Pro lie Thr Lys Xaa lie Leu Tyr 

165 170 175 

Gin Asp Val Lys Arg Leu Ala Lys Glu Glu Gly Lys Thr lie lie Leu 

180 185 190 

Ala Ser His Asp Val Gin Asp Cys Leu Gly Val Gly Glu Ala Phe Phe 

195 200 205 

Ala lie Lys Asn Gin Lys Leu His Ser lie Ala Leu Asn Lys Glu Gin 

210 215 220 

Gly lie Ala Gly Leu Leu Gin Gin Met Lys Asp His Leu Val 
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225 230 235 



(2) INFORMATIONS POUR LA SEQ ID NO: 272: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 235 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 272884.-27 3 588 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 272: 



Arg 


Thr 


Arg 


Asn 


Arg 


TriD 


Val 


He 


Ala 


Ala 


Asn 


Glu 


Gly 


Pro 


Pro 


Ser 


1 








5 










10 










15 




Leu. 


± All- 


Tie 

J- J- 


Pro 


Pro 


Leu 


Lys 


Leu 


Val 


Gin 


Ala 


Ala 


Arg 


Pro 


Leu 


Tyr 








20 










25 










30 






Asp 


Gin 


Gin 


Leii 


His 


Lys 


Leu 


Ser 


Arg 


Glu 


Glu 


Lys 


Leu 


Ser 


Leu 


Gin 




35 










40 










45 








Gly 


Glu 


He 


Arg 


Thr 


His 


Glu 


Val 


Arg 


Ser 


Val 


Pro 


Leu 


Val 


Phe 


Phe 


50 










55 










60 










Ala 


Met 


Leu 


Ala 


Ala 


Val 


Gly 


Ala 


Phe 


Leu 


Ala 


Leu 


Cys 


He 


Gly 


Gly 


65 










70 










75 










80 


Val 


Leu 


Cys 


Cys 


He 


Asp 


Asn 


Val 


Val 


Phe 


Leu 


Ser 


Glu 


He 


Phe 


Leu 










85 










90 










95 




Pro 


Phe 


He 


Leu 


Pro 


Gly 


He 


Leu 


Ser 


Leu 


Leu 


Pro 


He 


Ala 


Leu 


Leu 








100 










105 










110 






Leu 


Arg 


Leu 


Ala 


Trp 


Lys 


Glu 


Gin 


Lys 


Leu 


Ala 


Ala 


Gin 


Lys 


Gin 


Gin 






115 










120 










125 








Arg 


He 


Ala 


Ala 


Ser 


Cys 


Tyr 


Phe 


Glu 


Ser 


Leu 


Ala 


Leu 


Cys 


Arg 


Thr 




130 










135 










140 










Tyr 


Lys 


Ser 


Gly 


Ala 


Pro 


Ser 


Val 


Lys 


Gly 


Leu 


Val 


Asn 


Phe 


He 


Gin 


145 










150 










155 










160 


Ser 


Glu 


He 


Leu 


Pro 


Ser 


Gly 


Phe 


Ser 


Lys 


Arg 


Phe 


Lys 


Phe 


Ala 


Val 










165 










17 0 










175 




Leu 


Thr 


Gin 


Ala 


Lys 


Pro 


Ser 


Leu 


Leu 


Thr 


Lys 


Lys 


He 


Gin 


Leu 


Thr 








180 










185 










190 






Lys 


Thr 


Pro 


Phe 


Asp 


Glu 


Thr 


He 


Glu 


Thr 


Ala 


Phe 


Ser 


His 


He 


Arg 






195 










200 










205 








Glu 


Gly 


Leu 


Tyr 


Leu 


Ser 


Glu 


Ser 


Glu 


Gin 


Arg 


Asp 


His 


Asp 


Lys 


Lys 




210 










2-15 










220 










Leu 


Xaa 


Xaa 


Glu 


Ala 


Asn 


Thr 


Ser 


Pro 


Lys 


Gly 













225 230 235 



(2) INFORMATIONS POUR LA SEQ ID NO: 273: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 407 acides amines 

(B) TYPE: acide amine 

{D> CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



1042 



(viii) POSITION DANS LE GENOME : complement ( 27 3 5 9 6 27 4 8 1 6 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 273: 

Ser Trp Cys Met Glu Lys Asp Phe Leu Glu Asn Val Tyr Arg His Phe 

15 10 15 

Arg Tyr Arg Phe Phe Lys Leu Ser lie Leu Pro Ala Leu Leu Gly Leu 

20 25 30 

Trp Leu Phe Phe Thr Pro Asn lie Leu Asn Tyr Leu Asp Ser Ser Val 

35 40 45 

lie Leu Ser Asp Lys lie Cys. Gly Val Leu Leu lie Leu Leu Ser Ala 

50 -55 60 

Leu Ser Phe Tyr Asn Pro Val lie Leu Gin Leu Gly lie Phe lie Gly 
65 70 . 75 80 

Leu Trp Val Ser Phe Phe Ser Cys Ser Ser Asp Leu Leu Pro Leu Val 

85 90 95 

Phe Ala His Asp Ser Leu Leu Gly Phe Ala Thr Leu Ala lie lie Phe 

100 105 110 

Leu lie Pro Asn Arg Pro Glu Asp Leu Glu Val Gly Pro Thr lie Pro 

115 - 120 125 

Glu Thr Cys His Tyr Asn Pro Ser Ser Gly Gly Lys Arg Ala Ala Val 

130 135 140 

Leu lie Phe Ala Phe Val Gly Trp Leu Gin Ser Arg Tyr Leu Thr Ser 
145 150 155 160 

Ala Ala Leu Asn lie Ala Asp Ala Asp Thr Ser Cys Ser Leu Phe Phe 

165 170 175 

Ser Ser Thr Leu Met Val lie Tyr Ser Met Leu lie Val Leu Ser Leu 

180 185 190 

Thr Gly Gly Glu Arg Arg Trp His Thr Gin Pro Lys Val Val Phe lie 

195 200 205 

Thr Ala lie Leu Leu Phe lie Ala lie Gly Leu Thr Leu Ala Ala lie 

210 215 220 

Leu Leu Ser Gin Leu Phe Leu Thr Asn Tyr Glu Gly Val Cys Leu Thr 
225 230 235 240 

Val Ala Pro Val Phe Ser Leu Ala Phe Phe Tyr Asp Glu lie Arg Ala 

245 250 255 

Thr Trp Asn Tyr Leu Ser Gin Asn Tyr Ser Asn Arg Lys Gin Leu Ala 

260 265 270 

lie Thr Ala Phe Tyr Gly Ser Glu Tyr Tyr Lys Glu Ser Leu Phe Trp 

275 280 285 

Glu Glu Arg Ser Val Leu Pro Phe Ser Gin Ala Cys Lys Gin Ala Phe 

290 295 300 

Ala Gly Leu Ser Phe Pro Leu Asn Leu lie Phe Ala Cys lie Phe Ser 
305 "* 310 315 320 

lie Phe Phe Val Gin Leu Asn Val Asn Leu Ser lie Pro Asp Thr Cys 

325 330 335 

Arg Phe Phe Val Asn Ser .Ala Cys Trp Phe lie Leu Val Leu Ser lie 

340 345 350 

Phe Ser Phe Ala Glu Ser Leu Arg His Leu Arg Trp Leu Ser Leu Leu 

355 360 365 

Phe Ala Ala Gly lie lie Leu Ser Pro Val lie Phe His Leu Pro Leu 

370 375 380 

Glu Ala Ser Thr Leu Leu Ser lie lie Val Ser Gly lie Ala Phe lie 
385 39.0 395 400 

lie Leu Ser Met Gly Arg Leu 
405 



(2) INFORMATIONS POUR LA SEQ ID NO: 274: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 282 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 27482 1 27 5 6 66 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 274: 



Leu 


Se r 


Phe 


Leu 


Thr 


His 


Lys 


Lys 


Ser 


Glu 


Arg 


Lys 


Glu 


Lys 


Val 


Phe 


X 








5 










10 










15 




rut; 


Zl C T*l 




wX u. 


Ala 


Ser 


Phe 


He 


Ser 


Ala 


Arg 


Lys 


Arg 


Phe 


Arg 


Phe 








2 0 










25 










3 0 






Phe 


Tvrr 
j.y x 


Phe 


Cys 


Leu 


He 


Ser 


He 


Leu 


Asn 


Glv 


Arg 


Met 


Asp 


Thr 


Arg 






3 5 










40 










45 








X 11 X 


Pr O 


Leu 


Arg 


Ly s 


Lys 


I le 


Leu 


He 


He 


Ser 


Thr 


Ala 


Leu 


Glv 


Phe 














55 










60 










Val 


Levi 


Cys 


Val 


GlV 


Leu 


Met 


He 


His 


Thr 


Lvs 


Arg 


Ser 


He 


Met 


Pro 


65 










70 










75 










80 


Piro 


Ly s 


Thr 


His 


He 


Pro 


Thr 


Thr 


Ala 


Lys 


Tyr 


Phe 


Pro 


Thr 


He 


Glv 










85 










SO 










95 




Asp 


Pro 


TVr 


Ala 


Pro 


He 


Asn 


He 


Thr 


Val 


Phe 


Glu 


Glu 


Pro 


Ser 


Cvs 

J: 








100 










105 










110 






Ser 


Ala 


Cys 


Glu 


Glu 


Phe 


Ser 


Ser 


Glu 


Val 


Phe 


Pro 


Leu 


He 


Lys 


Lys 






115 










120 










125 








His 


Phe 


Val 


Asp 


Thr 


Gly 


Glu 


Ala 


Ser 


Leu 


Thr 


Leu 


Val 


Pro 


Val 


Cys 




130 










135 










140 










Phe 


He 


Arg 


Gly 


Ser 


Met 


Pro 


Ala 


Ala 


Gin 


Ala 


Leu 


Leu 


Cys 


Val 


Tyr 


145 










150 










155 










160 


His 


His 


Asp 


Pro 


Lys 


Arg 


Pro 


Asp 


Pro 


Glu 


Ala 


Tyr 


Met 


Glu 


Tyr 


Phe 










165 










170 










175 




His 


Arg 


He 


Leu 


Thr 


Tyr 


Lys 


Lys 


Thr 


Lys 


Gly 


Ser 


His 


Trp 


Ala 


Thr 








180 










185 










190 






Pro 


Glu 


Val 


Leu 


Ala 


Lys 


Leu 


Ala 


Glu 


Lys 


He 


Pro 


Thr 


His 


Ser 


Gly 






195 










200 










205 








Arg 


Glu 


He 


Asn 


Pro 


Lys 


Gly 


Leu 


He 


Gin 


Cys 


He 


Asn 


Ser 


Gin 


Arg 




210 










215 










220 










Phe 


Thr 


Glu 


Gin 


Leu 


Lys 


Lys 


Asn 


Asn 


He 


Tyr 


Gly 


Ser 


Gin 


He 


Met 


225 










230 










235 










240 


Gly 


Gly 


Gin 


Leu 


Ala 


Thr 


Pro 


Thr 


Ala 


Val 


Val 


Gly Asp 


Tyr 


Leu 


He 










245 










250 










255 




Glu 


Asp 


Pro 


Thr 


Phe 


Asp 


Glu 


He 


Glu 


Arg 


Val 


He 


Thr 


Gin 


Leu 


Arg 








260 










265 










270 






His 


Leu 


Gin 


Ala 


He 


Glu 


Glu 


Glu 


Val 


Arg 















275 280 



(2) INFORMATIONS POUR LA SEQ ID NO: 27 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 52 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DAWS LE GENOME: complement ( 27 6103 .. 277 689 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 275: 

Met His His Arg Lys Phe Leu Ala Val Ser lie Ala Phe Val Ser Leu 

1 5 10 15 

Ala Phe Gly Leu Thr Ser Cys Tyr His Gin Lys Glu Glu Pro Lys Asp 

20 25 30 

Val Leu Arg lie Ala lie Cys His Asp Pro Met Ser Leu Asp Pro Arg 

35 40 45 

Gin Val Phe Leu Ser Lys Asp Val Ser lie Val Lys Ala Leu Tyr Glu 

50 55 60 

Gly Leu Val Arg Glu Lys Glu Ala Ala Phe Gin Leu Ala Leu Ala Glu 
65 70 75 80 

Arg Tyr His Gin Ser Asp Asp Gly Cys Val Tyr Thr Phe Phe Leu Lys 

85 90 95 

Asn Thr Phe Trp. Ser Asn Gly Asp Val Val Thr Ala Tyr Asp Phe Glu 

100 105 110 

Glu Ser He Lys Gin He Tyr Phe Arg Glu He Asp Asn Pro Ser Leu 

115 120 125 

Arg Ser Leu Ala Leu He Lys Asn Ser His Ala Val Leu Thr Gly Ala 

130 135 140 

Leu Pro Val Glu Asp Leu Gly Val Arg Ala Leu Asn Ala Lys Ser Leu 
145 150 155 160 

Glu He Val Leu Glu Asn Pro Phe Pro Tyr Phe Leu Glu He Leu Ala 

165 170 175 

His Pro Val Phe Tyr Pro Val His Thr Ser Leu Arg Glu Tyr Tyr Lys 

180 185 190 

Asp Lys Arg Asn Lys Arg Val Phe Pro Met He Ser Asn Gly Pro Phe 

195 200 205 

Ala He Gin Cys Tyr Glu Pro Gin Arg Tyr Leu Leu He Asn Lys Asn 

210 215 220 

Pro Leu Tyr His /via Lys His Asp Val Leu Leu Asn Ser Val Cys Leu 
225 230 235 240 

Gin He Val Pro Asp He His Thr Ala Met Gin Leu Phe Gin Lys Asn 

245 250 255 

His He Asp Leu Val Gly Leu Pro Trp Ser Ser Ser Phe Ser Leu Glu 

260 265 270 

Glu Gin Arg Asn Leu Pro Arg Glu Lys Leu Phe Asp Tyr Pro Val Leu 

275 280 285 

Ser Cys Ser Val Leu Phe Cys Asn He His Gin Thr Pro Leu Asn Asn 

290 295 300 

Pro Ser Leu Arg Thr Ala Leu Ser Leu Ala He Asn Arg Glu Thr Leu 
305 310 315 320 

Leu Lys Leu Ala Gly Lys Gly Cys Ser Ala Thr Ser Phe Val His Pro 

325 330 335 

Gin Leu Ser Gin He Pro Ala Thr Thr Leu Ser Gin Asp Glu Arg He 

340 345 350 

Ala Leu A.la Lys Gly Tyr Leu Thr Glu Ala Leu Lys Thr Leu Ser Gin 

355 360 365 

Glu Asp Leu Glu Lys He Thr Leu He Tyr Pro He Glu Ser Val Cys 

370 375 380 

Leu Arg Ala Val Val Gin Glu He Arg Gin Gin Leu Phe Asp Val Leu 
385 390 395 400 

Gly Phe Lys He Ser Thr Leu Gly Leu Glu Tyr His Cys Phe Leu Asp 

405 410 415 

Lys Arg Ser Arg Gly Glu Phe Ser Leu Ala Thr Gly Asn Trp He Ala 
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420 425 430 

Asp Tyr His Gin Ala Ser Ala Phe Leu Ser Val Leu Gly Asn Gly Thr 

435 440 445 

Arg Tyr Lys Asp Phe Gin Leu lie Asn Trp Gin Asn Gin Lys Tyr Thr 

450 455 460 

Asn lie Val Ala Gin Leu Leu lie Gin Glu Ser Ser Asp Leu Gin Leu 
465 470 475 480 

Met Ala Glu Gin Leu Leu Leu Lys Glu Ser Pro Leu lie Pro Leu Tyr 

485 490 495 

His Leu Asp Tyr Val Tyr Ala Lys Gin Pro Arg Val Ser Asp Leu Gin 

500 505 510 

Thr Ser Ser Leu Gly Glu lie Asp Leu Lys Arg Val Ser Leu Ala Glu 
515 520 525 

Gly 



(2) INFORMATIONS POUR LA SEQ ID NO: 27 6: 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 183 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 27 82 68 27 88 1 6 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 27 6: 

lie lie Thr Thr Leu Phe Val Lys Thr Ser Met Phe Phe Leu Ala Lys 

1 5 10 15 

Arg Leu Val Gin Leu Asn Lys Asn Pro Phe Leu Leu Lys Lys Phe Ser 

2 0. 2 5 3 0 

Glu Thr Thr Val Leu Phe lie Phe Glu Arg Gin Leu Lys Met Trp Glu 

35 40 45 

Gly Tyr Ser lie Asp Glu Asn Asn Tyr lie Ser Asp Tyr Asn Met Glu 

5 0 55 . 60 

Phe Gly Arg Pro Leu Leu Gin Lys Leu Ala Asn Pro Val Cys Lys Ala 
65 .70 75 80 

Leu Leu Gin Lys Gin Leu Glu Ala Glu Gin Ala Met Thr Leu Ser Asn 

85 90 95 

Gin Val Thr Val Gly Asp lie Val Leu Met Arg Ser Pro lie Phe Glu 

100 - 105 110 

Lys Ser Val Leu Leu Glu Ala Leu lie Asn Glu lie lie Tyr Gin Glu 

115 120 125 

Ser Leu Phe Leu Phe Lys Lys Pro Glu Asn Cys Ser Met Ser Glu Asp 

130 135 140 

Glu Phe Arg Ala Arg Cys Thr Arg Asn Leu Val Glu Asp Leu Phe Asp 
145 150 155 160 

Gly Leu Met Asn Leu Trp Val Gin lie Lys Leu lie Lys Gly Tyr Asp 

165 170 175 

Ser Met Gin Asp Tyr Gin Glu 
180 



(2) INFORMATIONS POUR LA SEQ ID NO: 277: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 53 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 27 9 013 27 977 1 ) 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 277: 



Met 


Ser 


Lys 


Leu 


inr 


P 1 rt 

j_n 


\r-, "1 
val 


rue 


T w<= 
bys 


pin 


X 11 JL 


Ta;c 


Jr i. kj 




Tip 

JL J. 


p,lu 


l 








c 
D 










1 0 










15 




Tyr 


Leu 


Thr 


Ala 


Gly 


Asp 


\j3 iy 


pi ,r 

biy 


i nr 


Ser 


iyr 


inr 


Tin 

x jl e 


pin 


nla 


AJ.CI 






A V 




















3 0 






Lys 


Ala 


Leu 


He 


Gin 


(jiy 


iy 


va j. 


Asp 


Tin 

j. x e 


Leu 


Pin 
bill 


Leu 






tr x. \J 




J D 




















45 








Phe 


Ser 


Asp 


Pro 


vai 


Ala 


Asp 


As n 


jr J_ O 


pin 

\j JL \1 


Tip 

lie 




VU.1 


C* o T~ 


His 


Asp 




50 










c tr 










D U 










Arg 


Ala 


Leu 


Ala 


Glu 


Asn 


Leu 


± nr 


Ser 


Pin 
bill 


i nr 


Leu 


Leu 


Pin 


± JL fci 


vai 


b b 










/ u 




















80 


Glu 


Gly 


He 


Arg 


Ala 


Phe 


Asn 


Gin 


GlU 


Val 


Pro 


Leu 


He 


Leu 


Tyr 


Ser 










85- 










90 










95 




Tyr 


Tyr 


Asn 


Pro 


Leu 


Leu 


Gin 


Arg 


Asp 


Leu 


Asp 


Tyr 


Leu 


Arg 


Arg 


Leu 








100 










105 










110 






Lys 


Asp 


Ala 


Gly 


He 


Asn 


Gly 


Val 


Cys 


Val 


He 


Asp 


Leu 


Pro 


Ala 


Pro 






115 










120 










125 








Leu 


Ser 


His 


Gly 


Glu 


Lys 


Ser 


Pro 


Phe 


Phe 


Glu 


Asp 


Leu 


Leu 


Ala 


Val 




130 










135 










140 










Gly 


Leu 


Asp 


Pro 


He 


Leu 


Leu 


He 


Ser 


Ala 


Gly 


Thr 


Thr 


Pro 


Glu 


Arg 


145 










150 










155 










160 


Met 


Ser 


Leu 


He 


Gin 


Glu 


Tyr 


Ala 


Arg 


Gly 


Phe 


Leu 


Tyr 


Tyr 


He 


Pro 










165 










170 










175 




Tyr 


Glu 


Ala 


Thr 


Arg 


Asp 


Ser 


Glu 


Val 


Gly 


He 


Lys 


Glu 


Glu 


Phe 


Arg 








180 










185 










190 






Lys 


Val 


Arg 


Glu 


His 


Phe 


Asp 


Leu 


Pro 


He 


Val 


Asp 


Arg 


Arg 


Asp 


He 






195 










200 










205 








Cys 


Asp 


Lys 


Lys 


Glu 


Ala 


Ala 


His 


Vai 


Leu 


Asn 


Tyr 


Ser 


Asp 


Gly 


Phe 




210 










215 










220 










lie 


Val 


Lys 


Thr 


Ala 


Phe 


Val 


His 


Gin 


Thr 


Thr 


Met 


Asp 


Ser 


Ser 


Val 


225 










230 










235 










240 


Glu 


Thr 


Leu 


Thr 


Ala 


Leu 


Ala 


Gin 


Thr 


Val 


He 


Pro 


Gly 









245 250 



(2) INFORMATIONS POUR LA SEQ ID NO: 278: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 337 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

{iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 27 97 67 28 0777 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 27 8: 



1047 





Ly s 


T .Dl 1 
LlCU 


r\x. y 


He 


Leu 


Leu 


Gly 


Ala 


He 


Asp 


Glv 


Pro 


Arg 


Val 


Phe 


1 








c: 

-J 










10 










15 




Leu 


Lys 


Arg 


Glu 


Asp 


Leu 


Leu 


His 


Thr 


Glv 


Ala 


His 


Lys 


Leu 


Asn 


Asn 








2 0 










25 










30 






Ala 


LeU 


Gly 


Gin 


Cys 


Leu 


Leu 


Ala 


Lys 


Tvr 


Leu 


Glv 


Lys 


Thr 


Ara 


Val 






3 5 










40 










45 








Val 


Ala 


Glu 


Thr 


Glv 


Ala 


Glv 


Gin 


His 


Glv 


Val 


Ala 


Thr 


Ala 


Thr 


Ala 




50 










55 










60 












/\id 




Leu 


Gly 


Leu 


Asp 


Cys 


Val 


Val 


Tvr 


Met 


Gly Ala 


Lys 


Asp 


D J 










70 










75 










80 


Val 


Glu 


Arg 


Gin 


Lys 


Pro 


Asn 


Val 


Glu 


Lvs 


Met 


Arg 


Phe 


Leu 


Glv 


Ala 










85 










90 










95 




pin 


V ct JL 


V Ct JL 


Ser 


Val 


Thr ' 


Lys 


Gly 


Ser 


Cys 


Glv 


Leu 


Lys 


Asp 


Ala 


Val 


















105 










110 






Asn 


pin 


A 1 ^ 


Leu 


Gin 


Asp 


ii f 


Ala 


Thr 


Thr 


His 


Ser 


Phe 


Thr 


His 


Tvr 






1 1 C 

_L J. _) 










X ^ \J 










125 








Cys 




vj x _y 


Ser 


Ala 


Leu 


Gly 


Pro 


Leu 


Pro 


Tvr 


Pro 


Asp 


He 


Val 


Arg 




1 J U 










13 5 










140 










Jrxifc: 


rile: 


Pin 
Vj 111 


Ser 


Val 


lie 


Ser 


Ala 


Glu 


Val 


Lys 


Glu 


Gin 


He 


His 


Ala 


J. 41 j 










150 










155 










160 


V o. X 


.rl J. ct 




A v- pr 


Asp 


Pro 


Asp 


He 


Leu 


He 


Ala 


Cys 


He 


Glv 


Glv 


Glv 










_L O J 




















175 




S Gr 


Asn 


TV 1 ^ 


Tip 
11c 


Vjr X _y 


Phe 


Phe 


His 


His 


Phe 


He 


Pro 


Asn 


Pro 


Lys 


Val 








ion 










185 










190 






win 


LeU 


x x e 


Pi w 


VAX 


Glu 


Gly 


Gly 


Gly 


Leu 


Glv 


He 


Ser 


Ser 


Glv 


Lys 






1 QC 

15 J 










2 00 










205 








ri 1 S 


Ala 
Ala 


nld 


Arg 


Ph(3 
IT 1 1 fc. 


Aid 


Thr 


Gly 


Arg 


Pro 


Gly 


Val 


Phe 


His 


Glv 


Phe 




£. X \J 










215 










220 










1 y r 


Otrl 


iy L 


Leu 


Leu 


Gin 


Asp 


Asp 


Asp 


Glv 


Gin 


Val 


Leu 


Gin 


Thr 


His 












23 0 










235 










240 


Ser 


I le 


Ser 


Ala 


Glv 


Leu 


Asp 


Tvr 


Pro 


Ser 


Val 


Gly 


Pro 


Asp 


His 


Ala 










*i J 










2 50 










255 




Glu 


Met 


His 


Glu 


Ser 


Gly 


Arg 


Ala 


Phe 


Tyr 


Thr 


Leu 


Ala 


Thr 


Asp 


Glu 








260 










265 










270 






Glu 


Ala 


Leu 


Arg 


Ala 


Phe 


Phe 


Leu 


Leu 


Thr 


Arg 


Asn 


Glu 


Gly 


He 


He 






275 










280 










285 








Pro 


Ala 


Leu 


Glu 


Ser 


Ser 


His 


Ala 


Leu 


Ala 


His 


Leu 


Val 


Ser 


He 


Ala 




290 










295 










300 










Pro 


Ser 


Leu 


Pro 


Lys 


Glu 


Gin 


lie 


Val 


He 


Val 


Asn 


Leu 


Ser 


Gly 


Arg 


305 










310 










315 










320 


Gly 


Asp 


Lys 


Asp 


Leu 


Pro 


Gin 


He 


He 


Arg 


Arg 


Asn 


Arg 


Gly 


He 


Tyr 










325 










330 










335 





Glu 



(2) INFORMATIONS POUR LA SEQ ID NO: 27 9: 

(i) C ARAC TER I ST I QUE S DE LA SEQUENCE : 

(A) LONGUEUR: 103 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (281295 281603 ) 
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(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 279: 

Tyr Tyr Ser lie Thr Lys Arg Cys Asp Met Lys Asn Gin Glu Glu Ser 

15 10 15 

Gly Trp Gin Ala Phe Leu Thr Leu Cys Ser Lys Met Gin Lys Glu Lys 

20 25 30 

Phe Leu Gin Asp Leu Phe Ser Leu Phe Leu Ser Phe Gly Glu Arg Lys 

35 40 45 

Asp Val Ala Ser Arg Tyr His lie He Arg Ala Leu Leu Glu Gly Glu 

50 .55 60 

Leu Thr Gin Arg Glu He Ala Glu Lys Tyr Gly Val Ser He Ala Gin 
65 70 - 75 80 

He Thr Arg Gly Ser Asn Ala Leu Lys Gly Ser Asp Pro Gin Phe Lys 

85- 90 95 

Glu Phe Leu Gin Lys Glu He 
100 



(2) INFORMATIONS POUR LA SEQ ID NO: 280: 



(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR:' 10 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 281787 282 104 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 280: 

Leu Pro Ser Glu Ala Cys Met Ser Leu Asp Thr Ala Gly Lys Pro His 

1 5 10 15 

Trp Lys He Pro Glu Gly Phe Leu Gin Phe Ala Phe Ala Tyr Tyr Arg 

20 25 30 

Ser Trp Val Glu His Trp Val Lys Lys Ser Leu Arg Arg Gly Ser Leu 

35 40 45 

He Gin Leu Pro Ala Arg Ser He Gin Val Ser Leu He Thr Thr Gin 

50 55 60 

Thr Gly Tyr Phe Ala Arg Gin Asn Arg Arg Gly Gly Phe Gin Val Phe 
65 70 75 80 

Tyr Ser He Tyr Gly Leu Glu Gly Lys Val Gin Pro His Gin Ala Pro 

.85 90 95 

Gly Asp Met Leu Cys Asp He Thr Glu Asp 
100 105 



(2) INFORMATIONS POUR LA SEQ ID NO : 2 81: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 514 acides amines 

(B) TYPE.: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (2827 94 .. 2843 3 5 ) 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 281: 

Ser Glu Gly Leu Glu Met Phe Val Ser Phe Asp Lys Ser Arg Cys Arg 

1 5 10 15 

Ala Asp Val Pro Asp Phe Phe Glu Arg Thr Gly Asn Phe Leu Leu His 

20 25 30 

Cys Val Ala Arg Gly lie Asn Val Leu Tyr Arg Val Lys Gin lie Pro 

35 40 45 

Asn Tvr Pro Ser Cys Tyr Phe Ser His Lys Glu lie Ser Cys Cys Arg 

50 55 60 

Arg lie Ala Asn lie Val lie Cys lie Leu Thr Gly Pro Leu Met Leu 
65 70 75 80 

Leu Ala Thr Val Leu Gly Leu Leu Ala Tyr Arg Phe Ser Ser Thr Tyr 

85 SO 95 

Gin Thr Ser Leu Gin Glu Arg Phe Arg Tyr Lys Tyr Glu Gin Lys Gin 

100 • 105 110 

Ala Leu Asp Glu Tyr Arg Asp Arg Glu Glu Lys Val lie Thr Leu Gin 

115 120 125 

Lys Phe Cys Arg Gly Phe Leu Val Arg Asn His Leu Leu Asn Gin Glu 

130 135 140 

Thr Leu Thr Thr Cys Lys Gin Trp Gly Gin Lys Leu Leu Glu Gly Glu 
145 150 155 160 

Lys Phe Pro Arg Val Pro Glu Gly Arg Ser Leu Val Tyr lie Ser Lys 

165 170 175 

Gin Phe Pro Ser Leu Val Glu Asn Phe Leu Phe Glu Glu Lys Leu Pro 

180 185 190 

Val Ser Arg lie Ser Val Asp Ser Met Cys Leu Tyr Lys Glu Asn Pro 

195 200 205 

Gin Ala Phe Asp Glu Ala lie Lys Glu Leu Leu Phe Leu Phe Lys Glu 

210 215 220 

Val His Phe Arg Asp Phe Val Val Glu Thr Glu Ser Pro Thr Asp Asp 
225 230 235 240 

Phe Pro Leu Ala Val Lys Val His Asn Tyr Trp Val Cys Pro Arg Tyr 

245 250 . 255 

Asp Asn Leu Pro Leu Phe lie Gin Glu Gly Lys Asp Gly Ser Pro Glu 

260 265 270 

Gly Arg lie Gly Leu Val Asp Leu Glu Thr Phe Ser Trp Ser Pro His 

275 280 285 

Pro Cys Pro Val Glu Glu Leu Ala Val Met Phe Pro Met Ser Lys Glu 

290 295 300 

Leu Leu Met Thr Glu Ala Lys Lys Leu Gin lie Pro Phe Ser Thr Lys 
305 310 315 320 

Glu Val Glu Arg Ser Val Glu Lys Gly Leu Ala Phe Phe Glu His Met 

325 " 330 335 

Leu Gly His Pro Asp Phe Cys Ser Gin Lys Ser Val Thr Pro Leu Arg 

340 345 350 

Asn Cys Ala Pro Tyr Leu His Leu Glu Val Trp Arg Phe Ser Leu Lys 

. 355 360 365 

lie Phe Asp lie Leu Lys Ala Ala lie Arg Leu Asn Gly Ala Leu Asn 

370 375 380 

Val Leu Leu Ser Pro Asp lie Arg Glu Arg Leu Ser Ala lie Ser Asp 
385 390 395 400 

Lys Gin Trp Leu Ala lie Ser Ser Gin Val Thr Ser Ser Leu Leu Glu 

405 410 415 

Gin Val Ser Thr Asn lie Tyr Gin Ser His Thr Glu Glu Ala Lys Arg 

420 425 430 

Val Asn Ser Ser Gly Thr Phe lie Met Cys Arg Ser Pro lie Phe Arg 
435 440 445 
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Lys Ser lie Phe 
450 

Gin Leu Leu Pro 
465 

Cys Leu Arg Ala 

Ser Tyr Asp Ser 
500 

Arg Tyr 



lie Lys Asn Leu 
455 

Glu Glu Lys Glu 
470 

Val Met Glu Glu 
485 

Met Asp Asp Phe 



Pro Glu Leu Leu 
460 

He Ser Glu Ala 
475 

Leu Val Ala Thr 
490 

Phe Glu Gly Gin 
505 



Asn Lys Lys Leu 

Leu Ala Ser Leu 
480 

Gly Asn He Tyr 
495 

Tyr Cys Arg He 
510 



(2) INFORMATIONS POUR LA SEQ ID NO: 282: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 112 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : 2 84 4 6 0 2 847 9 5 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 282: 



Lys 


He 


His 


Lys 


Lys 


He 


Lys 


Lys 


Cys 


Leu 


Thr 


Thr 


Thr 


Leu 


Leu 


Pro 


1 








5 










10 










15 




Asn 


Leu 


Phe 


Ser 


Leu 


Phe 


Thr 


Asn 


Arg 


Asn 


Arg 


Glu 


Thr 


Leu 


Met 


He 








20 










25 










30 






Val 


Thr 


Phe 


Asp 


Lys 


Tyr 


Leu 


Ala 


Pro 


Glu 


Leu 


Gly 


Pro 


Asp 


Pro 


Leu 






35 










40 










45 








Glu 


Arg 


Leu 


Gly 


Asn 


Val 


Leu 


Leu 


Tyr 


Pro 


He 


He 


Arg 


Gly 


Phe 


Gly 




50 










55 










60 










Ser 


Leu 


Val 


Ser 


Val 


Lys 


Thr 


Leu 


Gly 


Glu 


Lys 


Arg 


Phe 


Leu 


Cys 


Phe 


65 










70 










75 










80 


Ser 


Asp 


Lys 


Val 


Val 


Ser 


Leu 


Cys 


Val 


Asn 


Ala 


Phe 


Phe 


Val 


Trp 


Tyr 






85 










90 










95 




Ala 


He 


Phe 


Ser 


Gin 


His 


Leu 


Leu 


Arg 


Val 


Cys 


Ser 


Leu 


Cys 


Glu 


Gly 



100 105 HO 



(2) INFORMATIONS POUR LA SEQ ID NO: 283: 

(i) CARACTERISTIQUES DE "LA SEQUENCE: 

(A) LONGUEUR: 286 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 284817 285674 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 283: 

Arg Pro He Lys Leu His Glu Leu Phe Leu He Val Leu Leu Lys Arg 

1 5 10 15 

Glu Thr Arg Leu Arg Ser Leu Ser Lys Asn Asn Ala Pro Pro Leu Ser 
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20 25 30 

Leu Tyr Lys Asn lie Tyr Val Ala Arg Lys Pro Leu Val Asp Arg Asp 

35 40 45 

His Phe Pro Lys Tyr Arg Thr lie Cys Asp Ala lie Met Glu Gly Asn 

50 55 60 

Leu Glu Asn lie Arg Phe Ser Asp Lys Thr Gly Glu Ser Val Tyr Ser 
65 70 75 80 

Ser Lys Glu Leu Pro Ser Val Leu Phe Lys Arg lie Gly Gin Lys Asn 

85 90 95 

Ala Lys Gin Arg Val Leu Asn Asn lie Ala Leu Asn Ala Tyr Leu Ala 

100 105 110 

Lys Thr Gly Val Asp Gly Leu Gin Val Leu Ser Ala Ser Thr Tyr Lys 

115 120 125 

Asp Phe Leu lie Glu Asp Lys Pro Phe Gly Lys Gly Ala Leu Asp Thr 

130 135 140 

Leu lie Ala Tyr Arg Leu Asn Pro Ser Leu Phe Asp Arg Ala Val Lys 
145 150 . 155 160 

Ser Leu Cys Lys Leu Phe Ser Phe Tyr His Cys Pro Asp Leu Phe Val 

165 170 175 

Lys Ser Gly Asp Leu Leu Lys Asp Ser Pro His Ser Lys Leu Leu Leu 

180 185 190 

Gly Phe Lys Glu Asn Asn Glu Ser Leu Ala Ala Glu Ser Ala Thr Leu 

195 200 205 

Gin Pro lie Leu Tyr Leu Thr Gly lie Gin Cys lie Leu Glu Glu Pro 

210 215 220 

Thr Pro Asp Leu Glu Ala Lys Leu Ser Ser Leu Phe Pro Tyr His Lys 
225 230 235 240 

Thr Leu lie Gin Gin Glu Leu Ser Lys Leu Arg Val -Ser Lys Pro Lys 

245 250 255 

Val Glu Ala Ser Lys Glu Pro Thr Pro Pro Ser Thr Tyr Asp Glu Arg 

260 265 270 

Leu Lys Ser Ser Pro Pro Thr Glu Met Glu Asn Phe Tyr Asp 
275 230 285 



(2) INFORMATIONS POUR LA SEQ ID NO: 284: 

{i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 167 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 285637 286137 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 284: 



Lys 


Ala 


Leu 


Pro 


Leu 


Gin 


Lys 


Trp 


Lys 


He 


Phe 


Met 


Thr 


Glu 


Gin 


Pro 


1 








5 










10 










15 




His 


Arg 


Leu 


Ser 


Glu 


Glu 


Ala 


Arg 


Ser 


He 


Ala 


Asn 


Glu 


Ala 


Lys 


Glu 








20 










25 










30 






Arg 


Leu 


Leu 


Lys 


Leu 


Asn 


Asp 


Lys 


Pro 


Glu 


Leu 


Ser 


Arg 


Pro 


Tyr 


Leu 






35 










40 










45 








Val 


Lys 


Gly 


Phe 


Leu 


Ser 


Lys 


He 


Ser 


Arg 


Gly 


He 


Ser 


Asp 


Lys 


Glu 




50 










55 . 










60 










Ala 


Ala 


Ser 


Lys 


Phe 


Ser 


Lys 


Ala 


He 


Val 


Thr 


Ser 


Leu 


Leu 


Gly 


Tyr 


65 










70 










75 










80 
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Leu Trp Asn His He Leu Gin Asn Lys Glu Arg He Leu Ser Ala Asp 
Ala Arg Asp Leu Glu Ala His Ser Ala Leu Leu Asp Thr Lys Glu He 

Leu Ala Leu Cys Lys Tyr Phe Ala He Asn Arg Cys Thr Trp Leu Ser 

115 I 20 
Ser ser Ser Thr Gin Glu Glu Glu Asn Leu He Cys Gin Asp He Ala 

13 5 14 0 

Lys Glu Met Phe Ser Ser Leu Tyr Met Leu Leu Trp Asn Asn Ser Gly 
145 150 I 55 XbU 

Ser Glu Asp Met He Phe Gin 
165 

(2) INFORMATIONS POUR LA SEQ ID NO : 285: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 107 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : 286357 286677 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 285: 

Ser Lys Thr Phe Arg Arg Arg Lys Lys Ser Phe Phe Phe Ser Met Ser 

Jal Asn Arg Asn His Asn Asn Phe Pro Pro Tyr Gly Glu Asn Glu Thr 

o 0 25 30 

Pro Pro Pro Glu Ser Gin Pro Thr Asp Gly Pro Glu Asp Pro Ser Met 

35 40 45 

Gin Gly Ala Tyr Tyr He Ala Pro Glu Asp Leu Pro Gin His Gin Leu 

Ala "a Ala Val Glu Gly Leu His He Gly Ser Thr Leu Asn Pro Thr 

"a Pro Glu Phe Thr Pro Gly Ala Val Ser His His Phe Glu Thr Phe 

85 90 95 

Thr Pro Ser Phe Pro Pro Ala Pro Gin Gin Pro 
100 i° 5 

(2) INFORMATIONS POUR LA SEQ ID NO: 2 86: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 349 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 286852 . . 287898 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 286: 

Pro Gin Ala Thr Ala Arg Asp Arg Gly Asp Leu Glu Lys Glu Ala Asn 
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15 10 15 



Asn 


Thr 


Asn 


Ser 


Phe 


Ala 


Thr 


Gin 


Ala 


He 


Glu 


Thr 


Thr 


Pro 


Ser 


Asn 








20 










25 










30 






lie 


Ser 


Pro 


Cys 


Phe 


Asn 


Leu 


His 


Gly 


Glu 


Ala 


He 


Gin 


Leu 


Phe 


Ser 






35 










40 










45 








Thr 


Glu 


Ser 


Gly 


Pro 


Ser 


Pro 


Leu 


Arg 


Ala 


He 


Leu 


Gin 


Ala 


He 


Lys 




50 










55 










60 










Gin 


Ala 


Lvs 

J: 


Tyr 


His 


He 


Tyr 


He 


Gin 


He 


Tyr 


Arg 


Phe 


Thr 


Ser 


Glu 


65 










70 










75 










80 


Glu 


lie. 


Ala 


Ala 


Ala 


Leu 


Leu 


Glu 


Arg 


Ala 


Asn 


Asn 


Gly 


Val 


Arg 


He 










85 










90 










95 




His 


Tyr 


Asn 


He 


Asn 


Thr 


Ser 


Ala 


Ala 


Gin 


Lys 


Pro 


Leu 


Phe 


Asp 


He 








100 










105 










110 






Leu 


Thr 


Cys 


Lys 


Phe 


Lys 


Ala 


Thr 


Asn 


Gin 


Ala 


Arg 


Leu 


His 


Cys 


Lys 






115 










120 










125 








Asn 


He 


Val 


Val 


Asp 


Gly 


Ser 


Leu 


Val 


He 


Thr 


Gly 


Ser 


Ala 


Asn 


Phe 




130 










135 










140 










Ser 


Asp 


Ala 


Ala 


Phe 


Ser 


Arg 


Asp 


He 


Asn 


Leu 


Val 


Ala 


He 


He 


Arg 


145 










150 










155 










160 


Asn 


Pro 


Ser 


Leu 


Gly 


Gin 


Leu 


Val 


Val 


Ser 


Gin 


Gin 


Ser 


Gly 


Trp 


He 










165 










170 










175 




Thr 


Glv 


Glv 


Ser 


Gin 


Gin 


He 


Glu 


Tyr 


Cys 


Ser 


Leu 


Tyr 


Cys 


His 


Asn 








180 










185 










190 






His 


Gin 


Glv 


Val 


Asp 


Glu 


Val 


Val 


Lys 


Ala 


Val 


Gin 


Ser 


Ala 


Val 


Lys 






195 










200 










205 








Thr 


He 


Arg 


Val 


Ala 


Met 


Leu 


Val 


Leu 


Ser 


His 


Glu 


Glu 


Val 


Leu 


His 




210 










215 










220 










Ala 


Leu 


His 


Gin 


Ala 


Ala 


Gin 


Arg 


G3 v 


Val 


Glu 


Val 


Thr 


Val 


Leu 


Val 


225 










230 










235 










240 


Asn 


Pro 


His 


Asn 


Lvs 


Ala 


Val 


Leu 


Phe 


Tyr 


Ala 


Leu 


Gin 


Asp 


Leu 


Asn 










245 










250 










255 




Ser 


Lys 


Val 


Lys 


Leu 


Arg 


Asp 


Val 


Val 


Val 


Glu 


Glu 


Asn 


Ala 


Leu 


Leu 








260 










265 










270 






His 


Cys 


Lys 


Val 


Gly 


Leu 


He 


Asp 


Thr 


Asn 


Leu 


Leu 


He 


Thr 


Gly 


Ser 






275 










280 










285 








Ala 


Asn 


Trp 


Thr 


Val 


Arg 


Gly 


Leu 


Gin 


Tyr 


Asn 


He 


Glu 


Asp 


Leu 


He 




290 










295 










300 










Phe 


He 


His 


Gin 


Pro 


Thr 


Pro 


Ser 


Gin 


Leu 


Ser 


Ala 


Phe 


Phe 


Asn 


Leu 


305 










310 










315 










320 


Trp 


Glu 


Gin 


Ala 


Met 


Ser 


Leu 


Ser 


Arg 


Glu 


Val 


Thr 


Ala 


Lys 


Lys 


He 










325 










330 










335 




Lys 


Lys 


Ser 


Ala 


Arg 


Ala 


Gin 


His 


Lys 


Tyr 


Asp 


Asp 


Glu 









340 345 



(2) INFORMATIONS POUR LA SEQ ID NO: 287: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 367 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION : lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 288127 289227 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 287: 
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Ser Leu lie Leu 
1 

Pro His Thr Ser 
20 

Ala Arg Thr Asp 
35 

Lys Ala lie Glu 
50 

Pro lie Leu His 
65 

Ser Thr His Gin 

Ala lie Leu Gin 
100 

Gly Ser Pro Glu 
115 

lie Pro Val lie 
130 

Asp Arg Glu ser 
145 

Cys Leu His Lys 

Gly Thr Ala Asn 
180 

Thr Ala Leu lie 
195 

Thr Arg Gly Ser 
210 

Leu Pro Phe Pro 
225 

lie Gin Lys Ala 

His Pro Glu He 
260 

Thr He Thr He 
275 

He Leu His Arg 
290 

Val Asp Ser Leu 
305 

He Phe Gly Ser 

Glu Asp Leu Leu 
340 

He Gin Glu He 
355 



Glu Asp Ala Val 
5 

Gin Asn Thr Pro 

Lys Ala Ala Thr 
40 

Thr Thr Lys Arg 
55 

Leu Leu Ala Ala 
70 

Thr Asn His Asn 
85 

Ala Asn Arg He 

He He Arg Ala 
120 

Val Ser Ala Trp 
135 

Lys Leu Tyr Val 
150 

Lys Thr Thr Leu 
165 

Tyr Thr Lys Ser 

Gin Asn Pro Ala 
200 

Val Ser He Gly 
215 

Gin Ser Asn Thr 
230 

Gin Arg Thr He 
245 

Phe Leu Ala Leu 

Val He Asn Lys 
280 

He Ser Ala Leu 
295 

His Ala Lys He 
310 

Pro Asn Trp Thr 
325 

He Val Thr Pro 

Trp Ala Phe Leu 
360 



Ala Leu Asp Pro 
10 

Ser Pro Lys Asp 
25 

Asp He Phe Asn 

Ser Asp Gin Gin 
60 

Asp Pro Glu Pro 
75 

Asp Pro Gin Arg 
90 

He Thr Met Arg 
105 

Leu He Arg Ala 

Asn Phe Pro Asn 
140 

Glu Leu Arg Gly 
155 

He Asp Asn Gin 
170 

Ser Phe Phe Lys 
185 

Leu Tyr Ser Leu 

Ser Gin Thr He 
220 

Lys Thr Leu Pro 
235 

Lys He Ala Met 
250 

Glu Gin Ala Arg 
265 

Lys Glu Ser Ala 

Leu Leu Leu Lys 
300 

Cys Leu He Asp 
315 

Tyr His Gly Met 
330 

Leu Thr Pro Lys 
345 

Leu Lys Asn Ser 



Pro Pro Pro Pro 
15 

Ser Ser Leu Val 
30 

Ser Ala Lys His 
45 

Ser Arg Ser Leu 

He Val Phe His 
80 

Met Leu Cys Asp 
95 

He Phe Asn He 
110 

Val Arg Arg Asn 
125 

Leu Ser Asn Trp 

Asn Pro Gin He 
160 

Leu Thr He He 
175 

Asp He Asn Leu 
190 

He Leu Ser Gly 
205 

Ser Tyr Tyr Pro 

He He Gin Glu 
240 

Asn He Phe Ser 
255 

Leu Arg Gly Val 
270 

His Thr Leu Asp 
285 

Ser Val Thr Thr 

Asp Gin Thr Leu 
320 

His Lys Asn Leu 
335 

Gin He His Ser 

350 
Ser Pro Val 
365 



(2) INFORMATIONS POUR LA SEQ ID NO: 288: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 312 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineaire 

(iii) . HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 289744 .. 290679 



1055 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 288: 



Ms t 


Leu 


Ala 


Glv 
^jxy 


Ser 


Lys 


Arg 


Lys 


His 


Lys 


Thr 


Pro 


Glu 


Asp 


Thr 


Ser 


1 








5 










10 










X J 




Ser 


S eir 


Ser 


Ser 


Lys 




Ala 


Arg 


Ser 


Ser 


Ser 


Ser 


Gin 


Val 


Val 


Pro 








2 0 










25 










3 0 






A v- /-f 

<rix y 


Lj t: Li 


Leu 


Gin 


His 


His 


Glu 


Leu 


He 


Gin 


Leu 




Ser 


Ala 


His 


Gin 






3 5 










40 










45 










rA X. y 


Asn 


Asn 


Glu 


Pro 


Val 


Lys 


Met 


He 


Cys 


Glu 


Thr 


He 


Leu 


Gin 




50 










55 










60 










Ala 


Lys 


Arg 


Ser 


Val 


Leu 


Leu 


Lys 


Val 


Phe 


Asn 


He 


Glv 


Ser 


Pro 


Arg 


65 










70 










75 










80 


lie 


Leu 


Ala 


Ala 


Leu 


Ala 


Glu 


Ala 


Ser 


Asn 


Arg 


Ala 


Pro 


Val 


Ser 


Val 










85 










90 










95 




His 


lyx 


Gin 


Met 


Gly 


Pro 


Phe 


Ser 


Lys 


His 


Cvs 


Thr 


Glu 


Glv 


Asn 


Val 








1 00 

X \J \J 










105 










110 






Gin 


Phe 


Arg 


Pro 


Arg 


Arg 


Glv 


Cvs 


Ser 


Leu 


Leu 


His 


Arg 


Lys 


Thr 


Leu 






115 










120 










125 








J_iGLl 


Tip 




Asn 


As n 


He 


Val 


Val 


Thr 


Gly 


Thr 


Ala 


Asn 


TVr 
ly 1 


Thr 


Glu 




1 J u 










13 5 










140 










a l ^ 


Set" 




pi n 
vjXU 


J-<y s 


Asp 


v a. x 


Asn 


Leu 


Thr 


Ala 


Lys 


He 


Phe 


Ser 


Glu 


X *i J 










150 










155 










16 0 


His 


Leu 


TVr 

xy i 


Arg 




Ala 


Phe 


ArQ* 


His 


Asp 


Arg* 


Glv 


Glu 


Val 


Arg 


Val 










X O _3 










17 0 

X / \J 










17 5 






Cor 


Gin 


Gin 


Val 


Ser 


TVr 
ly x 


TVr 


Ser 


Leu 


Ser 


Gin 


He 


Arg 


Arg 


Asp 








1 ftO 
1 0 u 










185 










19 0 






L6U 


uys 


v d x 


Lys 


Ala 


He 


Leu 


Glu 


Ala 


Asn 


Gly 


He 


Val 


Leu 


Arg 


Glu 






195 










200 










205 








Arg 


mr 


Cy s 


Pit! 


r* T w 

0 xy 


Tl 0 
11c 


Leu 


nib 


Xi.lL 


Lys 


val 


cys 


Cys 


Tip 
11c 


Asp 


Ser 




210 










215 










220 










Ser 


Thr 


Leu 


He 


He 


Gly 


Ser 


Val 


Asn 


Trp 


Ser 


Arg 


Gly 


Gly 


Leu 


Thr 


225 










230 










235 










240 


Leu 


Asn 


Leu 


Glu 


Glu 


Phe 


Leu 


He 


He 


Asn 


Pro 


Leu 


Thr 


Glu 


Thr 


Gin 










245 










250 










255 




Leu 


Glu 


Cys 


Tyr 


Asn 


Glu 


Leu 


Trp 


Ala 


Tyr 


He 


Glu 


Thr 


Asn 


Ser 


Arg 








260 










265 










27 0 






Leu 


Met 


Thr 


Lys 


Glu 


Leu 


He 


Gin 


Leu 


His 


Glu 


Lys 


Arg 


Lys 


Lys 


Ser 






275 










280 










285 








lie 


Thr 


Asp 


Pro 


Lys 


Gin 


Thr 


Ser 


Ser 


Ser 


Thr 


Gin 


Asp 


Glu 


Glu 


Asn 




290 










295 










300 










Ala 


Ser 


Thr 


Ser 


Ala 


Glu 


Gin 


Gin 



















305 310 



(2) INFORMATIONS POUR LA SEQ ID NO: 289: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR:.. 23 6 ■ ac ides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 2 9 0828 29 153 5 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 289: 
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Leu 


Phe 


Ser 


Ser 


Ala 


Ser 


Pro 


Arg 


Thr 


Phe 


Thr 




i JL w 




Jrllfc; 


Cys 


1 








5 










10 














Arg 


He 


He 


Ser 




Ser 


Ser 


Val 


Arg 


Phe 


Lys 


Ser 






Tip 
lit! 


Jr Ilfc; 








20 










25 










3 0 






Thr 


Ala 


Phe 


Arg* 


Gin 


Ser 


Ser 


Glu 


Ser 


Arg 


Asn 


Ser 


XT JL *J 


Leu 


Arg 


pin 






35 










40 










45 








Thr 


Thr 


Gly 


Ser 


Ser 


Ser 


Arg 


His 


Arg 




His 


Arg 


His 




vj JL U 






50 










55 










60 










Ser 


Ser 


Ser 


Ser 


Arg 


He 


Glu 


Thr 


Val 


Glv 


Ser 


Arg 


His 


Phe 


C p> v- 
Oct 


Ser 


65 










70 










75 












Air 9* 


Arg 


Glu 


Ser 


Ser 


Arg 


Thr 


Gly 


Ser 


Arg 


Ser 


Ser 


Arg 


Hi c: 




Pin 
vjIU 










85 










90 










95 




Arg 


Ala 


Arg 


His 


His 


Glu 


Ser 


Arg 


Ser 


His 


Arg 


His 


Ser 


Ser 


Ser 


Ser 








100 










105 










110 






Arg 


His 


His 


Val 


Thr 


Arg 


Ser 


Gin 


Ser 


Ser 


Ala 


Leu 


Pro 


Gin 


Leu 


Gin 






115 










120 










125 








Glu 


Arg 


Pro 


Val 


Pro 


His 


Pro 


Leu 


Ala 


Glu 


Arg 


Glu 


Leu 


He 


Thr 


Phe 




130 










135 










140 










His 


Ser 


Val 


His 


Gin 


Gin 


Gin 


Asn 


Asn 


Asn 


Pro 


Leu 


Arg 


Met 


He 


v_y i> 


145 










150 










155 










160 


Asp 


Thr 


He 


Arg 


Gin 


Ala 


Gin 


Arg 


Gly 


He 


Phe 


Met 


Arg 


He 


Tyr 


Ala 










165 










170 










175 




He 


Ser 


Ser 


Asp 


Asp 


He 


He 


Gin 


Ser 


Leu 


He 


Gin 


Thr 


Ser 


His 


His 








180 










185 










190 






Val 


Pro 


Val 


Glu 


Val 


Lys 


Tyr 


His 


Cys 


Gly 


Glu 


Ser 


Leu 


Pro 


Val 


Ala 






195 










200 










205 








Cys 


Gin 


Asn 


Ser 


Arg 


Val 


Val 


Leu 


Arg 


Pro 


Thr 


Asn 


Gly 


Arg 


Thr 


Leu 




210 










215 










220 










Gin 


His 


Lys 


Lys 


Leu 


Cys 


Trp 


Leu 


He 


Ser 


Lys 


Gin 











225 230 235 



(2) INFORMATIONS POUR LA SEQ ID NO: 290: 

(i) CARACTERISTTQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 09 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: cui 

(viii) POSITION DANS LE GENOME: 29 1604 29223 0 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 290: 

Glu Ser Ser Glu Leu His Asp Ala Val Phe Ser Glu Arg Pro Gin Leu 

1 5 10 15 

Val His Val Gly Pro Gin Leu Leu Asn Tyr He Pro He Gin Arg Leu 

20 25 30 

He Pro Asn Ala Ala Ser Lys Met He Leu Asn Ala He Asn Gin Ala 

35 .40 45 

Thr Asp Ser He Phe Val Leu Met Tyr He Phe Leu Ser Pro Glu Phe 

50 55 60 

Phe Leu Ala Leu Ala Gin Ala Met Arg Arg Gly Val Arg Val Lys Val 
65 70 75 80 

He He Asp Asn His Ser Lys Gin Asp Thr Cys Lys Leu Leu Ser Lys 

85 90 95 

Leu Gly He Gin Leu Pro Leu Tyr Glu Arg Lys Thr Glu Gly He Leu 
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100 105 110 

His Thr Lys He Cys Cys He Asp Asn Lys Thr Pro He Phe Gly Ser 

115 120 125 

Ala Asn Trp Ser Gly Ala Gly Met He Lys Asn Phe Glu Asp Leu Phe 

130 135 140 

He Leu Arg Pro He Thr Glu Thr Gin Leu Gin Ala Phe Met Asp Val 
145 150 155 160 

Trp Ser Leu Leu Glu Thr Asn Ser Ser Tyr Leu Ser Pro Glu Ser Val 

165 170 175 

Leu Thr Ala Pro Thr Pro Ser Ser Arg Pro Thr Gin Gin Asp Thr Asp 

180 185 190 

Ser Asp Asp Glu Gin Pro Ser Thr Ser Gin Gin Ala He Arg Met Arg 
195 200 205 

Lys 



(2) INFORMATIONS POUR LA SEQ ID NO: 291: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 241 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 2 9 2 3 2 6 2 93 048 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 291: 

Arg Leu Ser Ser Ser Ser Val Ser Leu Leu Phe Phe Lys Ala Ser Ser 

1 5 10 15 

Phe His Tyr Arg Val Ser He Thr Val Gin Pro Gly Glu Phe Leu Met 

20 25 30 

Thr Lys Pro Ser Xaa Leu Tyr Val He Gin Pro Phe Ser Val Phe Asn 

35 40 45 

Pro Arg Leu Gly Arg Phe Ser He Asp Ser Asp Thr Tyr He Glu Glu 

50 55 60 

Glu Asn Arg Leu Ala Ser Phe He Glu Ser Leu Pro Leu Glu He Phe 
65 70 75 80 

Asp He Pro Ser Phe Met Glu Thr Ala He Ser Asn Ser Pro Tyr He 

85 90 95 

Leu Ser Trp Glu Thr Thr Lys Asp Gly Ala Leu Phe Thr He Leu Glu 

100 " 105 110 

Pro Lys Leu Ser Ala Cys Ala Ala Thr Cys Leu Val Ala Pro Ser He 

115 120 125 

Gin Met Lys Ser Asp Ala Glu Leu Leu Glu Glu He Lys Gin Ala Leu 

130 135 140 

Leu Arg Ser Ser His Asp Gly Val Lys Tyr Arg He Thr Arg Glu Ser 
145 150 155 160 

Phe Ser Pro Glu Lys Lys Thr Pro Lys Val Ala Leu Val Asp Asn Asp 

165 170 175 

He Glu Leu He Arg Ash Val Asp Phe Leu Gly Arg Ala Val Asp He 

180 185 190 

Val Lys Leu Asp Pro He Asn He Leu Asn Thr Val Ser Glu Glu Asn 

195 200 205 

He Leu Asp Tyr Ser Phe Thr Arg Glu Thr Ala Gin Leu Ser Ala Asp 
210 215 220 
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Gly Arg Phe Gly lie Pro Pro Gly Thr Lys Leu Phe Ser Lys Pro Ser 
225 230 235 240 

Phe 



(2) INFORMATIONS POUR LA SEQ ID NO: 2 92: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LQNGUEUR: 5 08 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire . 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 293330 294853 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 292: 



Lys 


Pro 


Asn 


Pro 


His 


Arg 


Gly 


Lys 


Arg 


Pro 


Ser 


Arg 


Leu 


Thr 


Arg 


He 


1 








5 










10 










15 




His 


Arg 


He 


Glu 


Val 


Gin 


Leu 


Pro 


Asp 


Ser 


Ser 


Arg 


He 


Pro 


Tyr 


Asp 








20 










25 










30 






Cys 


Ser 


Cys 


lie 


Asn 


Arg 


Tyr 


Gly 


He 


Phe 


Pro 


Arg 


Phe 


Asn 


Pro 


Asn 






35 










40 










45 








Gin 


Asn 


Lys 


Leu 


Asn 


Val 


He 


Arg 


Lys 


He 


Lys 


Ser 


Gly 


Phe 


Gin 


Arg 




50 










55 










60 










Ser 


Leu 


Asp 


Asp 


Tyr 


His 


He 


Tyr 


Gin 


He 


Glu 


Arg 


Lys 


Xaa 


Xaa 


Phe 


65 










70 










75 










80 


Ser 


Phe 


Ser 


Pro 


Lys 


His 


Arg 


Ser 


Leu 


Ser 


Ser 


Thr 


Ser 


His 


Ser 


Glu 










85 










90 










95 




Asp 


Ser 


Asp 


Leu 


Asp 


Leu 


Ser 


Glu 


Ala 


Ala 


Ala 


Phe 


Ser 


Gly 


Ser 


Leu 








100 










105 










110 






Thr 


Cys 


Glu 


Phe 


Val 


Lys 


Lys 


Ser 


Thr 


Gin 


His 


Ala 


Lys 


Asn 


Thr 


Val 






115 










120 










125 








Thr 


Cys 


Ser 


Thr 


Ala 


Ala 


His 


Ser 


Leu 


Tyr 


Thr 


Leu 


Lys 


Glu 


Asp 


Asp 




130 










135 










140 










Ser 


Ser 


Asn 


Pro 


Ser 


Glu 


Lys 


Arg 


Leu 


Glu 


Asn 


Cys 


Phe 


Arg 


Asn 


Trp 


145 










150 










155 










160 


lie 


Asp 


Asn 


Lys 


Leu 


Ser 


Ala 


Asn 


Ser 


Pro 


Asp 


Ser 


Trp 


Ser 


Ala 


Phe 










165 










170 










175 




lie 


Gin 


Lys 


Phe 


Gly 


Thr 


His 


Tyr 


He 


Ala 


Ser 


Ala 


Thr 


Phe 


Gly 


Gly 








180 










185 










190 






He 


Gly 


Phe 


Gin 


Val 


Leu 


Lys 


Leu 


Ser 


Phe 


Glu 


Gin 


Val 


Glu 


Asp 


Leu 






195 










200 










205 








His 


Ser 


Lys 


Lys 


He 


Ser 


Leu 


Glu 


Thr 


Ala 


Ala 


Ala 


Asn 


Ser 


Leu 


Leu 




210 










215 










220 










Lys 


Gly 


Ser 


Val 


Ser 


Ser 


Ser 


Thr 


Glu 


Ser 


Gly 


Tyr 


Ser 


Ser 


Tyr 


Ser 


225 










230 










23 5 










240 


Ser 


Thr 


Ser 


Ser 


Ser 


His 


Thr 


Val 


Phe 


Leu 


Gly 


Gly 


Thr 


Val 


Leu 


Pro 










245 










250 










255 




Ser 


Val 


His 


Asp 


Glu 


Arg 


Leu 


Asp 


Phe 


Lys 


Asp 


Trp 


Ser 


Glu 


Ser 


Val 








260 










265 










270 






His 


Leu 


Glu 


Pro 


Val 


Pro 


He 


Gin 


Val 


Ser 


Leu 


Gin 


Pro 


He 


Thr 


Asn 






275 










280 










285 








Leu 


Leu 


Val 


Pro 


Leu 


His 


Phe 


Pro 


Asn 


He 


Gly 


Ala 


Ala 


Glu 


Leu 


Ser 




290 










295 










300 










Asn 


Lys 


Arg 


Glu 


Ser 


Leu 


Gin 


Gin 


Ala 


He 


Arg 


Val 


Tyr 


Leu 


Lys 


Glu 
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305 310 315 320 

His Lys Val Asp Glu Arg Gly Glu Arg Thr Thr Phe Thr Ser Gly lie 

325 330 335 

Asp Asn Pro Ser Ser Trp Phe Thr Leu Glu Ala Ala His Ser Pro Leu 

340 345 350 

Val Val Ser Thr Pro Tyr Val Ala Ser Trp Ser Thr Leu Pro Tyr Leu 

355 360 365 

Phe Pro Thr Leu Arg Glu Arg Ser Ser Ala Thr Pro lie Val Phe Tyr 

370 375 380 

Phe Cys Val Asp Asn Asn Glu His Ala Ser Gin Lys lie Leu Asn Gin 
385 390 395 400 

Ser Tyr Cys Phe Leu Gly Ser Leu Pro lie Arg Gin Lys lie Phe Gly 

405 410 415 

Ser Glu Phe Ala Ser Phe Pro Tyr Leu Ser Phe Tyr Gly Asn Ala Lys 

420 425 430 

Glu Ala Tyr Phe Asp Asn Thr Tyr Tyr Pro Thr Arg Cys Gly Trp lie 

435 440 445 

Val Glu Lys Leu Asn Thr Thr Gin Asp Gin Phe Leu Arg Asp Gly Asp 

450 455 460 

Glu Val Arg Leu Lys His Val Ser Ser Gly Lys Tyr Leu Ala Thr Thr 
465 470 475 480 

Pro Leu Lys Asp Thr His Gly Thr Leu Thr Arg Thr Thr Asn Cys Glu 

485 490 495 

Asp Ala lie Phe lie lie Lys Lys Ser Ser Gly Tyr 
500 505 



(2) INFORMATIONS POUR LA SEQ ID NO: 293: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 225 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME:, complement ( 295010 , . 295684 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 293: 

Met Val lie Leu Val Glu Ala Lys His lie Ser Lys Val lie Gin Gin 

1 5 10 15 

Gin Asp Val Cys lie Pro lie Leu Lys Asp Val Ser Phe Gin Leu His 

20-25 30 
Ala Gly Glu Val Val Ala lie Thr Gly Ala Ser Gly Ser Gly Lys Ser 

35 40- 45 

Ser Leu Leu His Leu Leu Gly Thr Leu Asp Gin Pro Ser Ser Gly Gin 

50 55 . 60 

lie Leu Phe Phe Gly Lys Gin Val Arg Arg Glu Glu Leu Pro lie Phe 
65 70 . 75 80 

Arg Asn Cys Arg lie Gly Phe lie Phe Gin Asn Phe Tyr Leu Leu Glu 

.85 90 95 

Asp Asp Ser Val lie Asn Asn Val Leu Met Pro Ala Gin lie Ala Arg 

100 105 110 

Lys Asp Thr Gly Gin Lys Ser Lys Ala Arg Glu Arg Ala Leu Ala Leu 

115 120 125 

Leu Glu Ser Val Gly Leu Val Asp Arg Arg Asp Glu Lys Gly Ser Leu 
130 135 140 
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Leu Ser Gly Gly Glu 
145 

Asn Asp Pro Glu lie 
165 

His Arg Thr Ala Asp 
180 

Lys His Arg Gly Val 
195 

Lys Cys His Arg Glu 
210 

Gin 
225 



Lys Gin Arg Val Ala 
150 

Val Leu Ala Asp Glu 
170 

Thr lie His Glu Leu 
185 

Leu lie Val Thr His 
200 

Glu lie Leu Arg Asp 
215 



lie Ala Arg Ala Leu Met 
155 160 
Pro Ser Gly Asn Leu Asp 
175 

Leu Leu Ala Leu Ala Glu 
190 

Asp Arg Glu Leu Ala Glu 
205 

Gly Thr Leu Met Gin Arg 
220 



(2) INFORMATIONS POUR LA SEQ ID NO: 2 94: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 215 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 2 9 5 6 92 2 9 633 6 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 294: 

Gly lie Gly Cys lie His Pro Leu Gly lie Arg Arg Leu Gly Met His 

1 5 10 15 

Asn Gly Trp Gin Val Phe Leu Pro Ser Val Gin Asp lie Pro Val Met 

20 25 30 

Lys Gin Ser lie Gin Lys lie Phe Lys Glu Ser Glu Val Ser Ser Tyr 

35 40 45 

Trp Glu lie Ser Ser Leu Tyr Asp Tyr Glu Phe Phe Lys Pro lie Leu 

50 55 60 

Asp Gin Leu Gin Ser Asp Gin Val Leu Phe Ser lie Val Ser Phe He 
65 70 75 80 

Val Leu He Val Ala Cys Ser Asn He Val Thr Met Ser He Leu Leu 

85 90 95 

Val Asn Asn Lys Lys Lys Glu He Gly He Leu Lys Ala Met Gly Val 

100 105 110 

Ser Ser Ser Arg Leu Gin Leu Val Phe Gly Leu Cys Gly Ala Cys Ser 

115 120 * 125 

Gly Leu Val Gly Ala Leu Leu Gly Ser He Leu Ala Ala Leu Thr Leu 

130 135 140 

Lys Asn Leu Gly Val Leu Thr His Trp Leu Ser Lys Leu Gin Gly Arg 
145 150 155 160 

Glu Ala Phe Asn Pro Ser Phe Phe Gly Glu Gin Leu Pro Gin Asp Phe 

165 170 175 

His Leu Pro Thr Val He Cys Leu Ser Leu Gly Ala Leu Val Leu Ala 

180 185 190 

Ala He Ser Gly Ala He Pro Ala Gin His Val Ala Arg Met Gin Val 

195 200 205 

Ser Asp He Leu Lys Ser Glu 
210 215 



(2) INFORMATIONS POUR LA SEQ ID NO: 295: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 332 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 2 9 6243 .. 2 9723 8 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 29 5: 



Val 


Glv 


Phe 


Tyr 

Jr ■*- 


Leu 


Ala 


Ser 


LVS 


He 


Pro 


Lys 


Gly 


Val 


Met 


Lvs 


Leu 


1 








5 










10 










15 




Glu 


Leu. 


Leu 


Leu 


Ala 


Phe 


Lys 


Tvr 


Leu 


He 


Pro 


Lvs 


Arg 


Lvs 


Arcr 


Leu 








20 










25 










30 






Ser 


Ser 


Ser 


He 


Val 


Ser 


Ala 


Phe 


Ser 


He 


Glv 


He 


Val 


Ala 


Leu 


Val 






3 5 










40 










45 








Val 


±s ~y 


Leu 


Ser 


Val 


Val 


Phe 


Met 


Ser 


Val 


He 


His 


Glv 


Leu 


Gin 


Gin 




50 










55 










60 










Air Q" 




Val 


Glv 


Asp 


Leu 


Ala 


Ser 


Leu 


His 


Ser 


Ser 


He 


Arg 


He 


Glu 


65 










7 0 










7 5 










80 


Pro 


Ser 


Asp 


Lys 


Tvr 


Tvr 
A j J - 


Glu 


Ser 


Tvr 


Tvr 


Tvr 

- L Jr *- 


Gin 


He 


Asp 


Ser 


His 










85 










90 










95 




Ala 


Glu 


Ala 


Ser 


Gin 


Tvr 


He 


Tvr 

Jr 


Lys 


Thr 


He 


Glv 


Glu 


Lys 


Leu 


Leu 








100 










105 










110 






Cys 


Glu 


Gin 


Thr 


Asp 


Pro 


Tvr 


Asp 


Pro 


Asp 


Val 


Asp 


Phe 


Leu 


Leu 


Pro 






115 










120 










125 








Glu 


Ala 


Phe 


Pro 


Asp 


Pro 


Glu 


Phe 


Ser 


Asp 


Asn 


Glv 


Glu 


Met 


He 


Asp 




13 0 










135 










14 0 










Pro 


Val 


Arg 


Thr 


Ala 


Asn 


Glu 


Arq 


Met 


Leu 


Ser 


Leu 


Phe 


Ser 


Ser 


Arg 


145 










150 










155 










160 


Lys 


Gly 


Ser 


Phe 


Val 


Glu 


Phe 


Glu 


Glu 


Gly 


Met 


Gly 


His 


Val 


His 


Met 










165 










170 










175 




Asp 


Arg 


Ala 


Phe 


Arg 


Gly 


Kis 


Lys 


Gly 


Glu 


Pro 


Arg 


Ala 


Leu 


Ser 


Gin 








180 










185 










190 






Tyr 


He 


Ala. 


Tyr 


Ser 


Ser 


Asp 


He 


Leu 


Tyr 


Gin 


Gin 


Arg 


Val 


Leu 


Pro 






195 










200 










205 








Phe 


Glu 


Glu 


Thr 


Asp 


Tyr 


Ser 


Thr 


Glu 


Val 


Leu 


Asn 


Arg 


Phe 


Asn 


Ala 




210 










215 










220 










Ser 


Ser 


GlU 


Gly 


Trp 


Leu 


Ala 


Asp 


Phe 


Leu 


Val 


Leu 


Gin 


Glu 


Lys 


Phe 


225 










230 










235 










240 


Arg 


Gly 


Met 


Ser 


Val 


He 


Leu 


Pro 


Val 


Val 


Tyr 


Arg 


Asp 


Gin 


Gly 


Tyr 










245 










250 










255 




Arg 


Val 


Gly 


Asp 


Thr 


Ala 


Ser 


Leu 


Ser 


Val 


Phe 


Ser 


Val 


Lys 


Lys 


Glu 








260 










265 










270 






Gly 


Glu 


Val 


Arg 


Phe 


Pro 


Leu 


Arg 


Val 


He 


Gly 


Phe 


Tyr 


Asn 


Pro 


Gly 






275 










280 










285 








Val 


Ser 


Pro 


Phe 


Gly 


Gly 


Lys 


Thr 


He 


Phe 


He 


Asp 


Lys 


Glu 


Leu 


Ala 




290 










295 










300 










Ala 


Ser 


He 


Arg 


Ser 


Glu 


Ser 


Glu 


Gly 


Leu 


Val 


Cys 


He 


Met 


Ala 


Gly 


305 










310 










315 










320 


Arg 


Tyr 


Phe 


Phe 


Leu 


Val 


Phe 


Lys 


He 


Ser 


Leu 


Ser 











325 330 



(2) INFORMATIONS POUR LA SEQ ID NO: 29 6: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 315 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 2 977 9 1 .. 2 9873 5 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 29 6: 



Met 


Lys 


Lys 


Phe 


Ala 


Thr 


Phe 


Leu 


Cys 


Val 


Leu 


Leu 


Ser 


Gly 


Ser 


Gly 


1 








5' 










10 










15 




Phe 


Ala 


Ala 


Pro 


Val 


Glu 


Ala 


Pro 


Gly 


Phe 


Pro 


Ser 


He 


Pro 


Glu 


Thr 








20 










25 










30 






Tyr 


He 


Thr 


He 


Asn 


Asp 


Lys 


Glu 


Leu 


Gly 


Leu 


Gin 


Glu 


His 


Cys 


Arg 






35 










40 










45 








Gly 


Val 


Asn 


Val 


Leu 


Ser 


Cys 


Gly 


Tyr 


Asn 


Leu 


Val 


Gly 


Met 


Phe 


His 




50 










55 










60 










Thr 


Pro 


Thr 


Thr 


Pro 


Met 


Pro 


Leu 


Gly 


Gly 


Tyr 


Pro 


Thr 


Val 


He 


Phe 


65 










70 










7 5" 










80 


Phe 


His 


Gly 


Phe 


Arg 


Gly 


Asn 


Cys 


Thr 


Gly 


Lys 


Asp 


Gly 


Val 


Tyr 


Arg 










85 










90 










95 




Asp 


Leu 


Ala 


Arg 


Leu 


Leu 


Thr 


Ala 


Asn 


Gly 


He 


Ala 


Val 


Ala 


Arg 


Phe 








100 










105 










110 






Asp 


Met 


Ala 


Gly 


Cys 


Gly 


Asn 


Ser 


Glu 


Gly 


He 


Cys 


Asp 


Gin 


He 


Pro 






115 










120 










125 








Ala 


Arg 


Thr 


Tyr 


Leu 


Arg 


Asn 


Gly 


Glu 


Asp 


He 


Leu 


Ala 


Thr 


Val 


Ala 




130 










135 










140 










Lys 


Tyr 


Pro 


Glu 


Val 


Asn 


Pro 


■ His 


Arg 


He 


Gly 


He 


Ala 


Gly 


Val 


Ser 


145 










150 










155 










160 


Leu 


Gly 


Cys 


His 


Thr 


Thr 


He 


His 


Leu 


Ala 


Ser 


Thr 


Tyr 


Arg 


Pro 


Arg 










165 










170 










175 




Asp 


Tyr 


Thr 


Val 


Gin 


Ala 


He 


Ser 


Val 


Trp 


Ala 


Pro 


He 


Ala 


Asp 


Gly 








180 










185 










190 






Val 


He 


Leu 


Leu 


Lys 


Glu 


He 


Cys 


Ala 


Thr 


He 


Gly 


Leu 


Thr 


Met 


Thr 






195 










200 










205 








Gin 


Phe 


Ser 


Asp 


Met 


Gly 


Glu 


Val 


Gly 


Lys 


Ala 


Phe 


Gly 


Phe 


Lys 


Gin 




210 










215 










220 










Leu 


Pro 


Leu 


Lys 


Leu 


Cys 


Arg 


Asp 


Asp 


He 


Asp 


Phe 


Phe 


Leu 


Gly 


He 


225 










230 










235 










240 


Gin 


Asp 


His 


He 


Leu 


Leu 


Leu 


Ser 


Leu 


Pro 


Arg 


Arg 


He 


Pro 


Val 


Leu 










245 










250 










255 




His 


Gin 


Gin 


Gly 


Leu 


Glu 


Asp 


Arg 


Val 


Val 


Ser 


Thr 


Ala 


His 


Gin 


Arg 








260 










265 










270 






Leu 


Phe 


Leu 


Gly 


Ala 


Ala 


Pro 


Ala 


Gin 


Met 


Leu 


Ser 


Lys 


Ser 


Tyr 


Pro 






27 5 










280 










285 








Glu 


Thr 


Pro 


His 


Glu 


He 


Ala 


Leu 


Ser 


Pro 


Tyr 


Arg 


Gin 


Glu 


Val 


Leu 




29.0 










295 










300 










Gin 


Glu 


He 


Leu 


Thr 


His 


Phe 


Gin 


Ser 


Xaa 


Leu 













305 310 315 



(2) INFORMATIONS POUR LA SEQ ID NO: 297: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 518 acides amines 

(B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 2 9 89 05 .. 3 00458 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 297: 

Glu Lys Ser Thr Phe Leu Leu Val Arg lie Thr Met lie Asp Val Leu 

15 10 15 

lie Met Gly Ala Asn Pro Ser Gly Leu lie Leu Ala Ser lie Leu Gin 

20 25 30 

Gin His Arg Ala Arg lie Lys Val lie Asp Ser Arg Asp Ser lie Thr 

35 40 45 

Ala Ser Leu Pro Leu Pro Leu His Ser Leu Pro Val Val Leu Ser Ser 

50 55 60 

Ser Ser Leu Glu Leu Leu Asp Asn He Asn Leu Leu Gly Asp Leu Leu 
65 70 75 80 

Asp Lys Gly Arg Lys He Phe Gly Ala Arg Tyr His Trp Lys Gin Arg 

85 90 95 

Thr Val Leu Phe Lys Phe Asn Gin Ser Ser Ala Ser Arg Cys Pro Phe 

100 105 110 

Ser Leu Leu He Ser Tyr Asn Glu Leu Val Thr His Leu Leu Glu Glu 

115 120 125 

Phe Glu Arg Leu Gly Gly Val Val Asn Trp Ala Thr Arg Pro Val Thr 

130 135 140 

Gin Val Glu Gin Asn Leu Phe He Glu Ser Thr Lys Ser Ser Ser Gin 
145 150 155 160 

Val Tyr Glu Gly Arg Glu He Phe Thr Pro Lys Trp He He Ala Cys 

165 170 175 

Glu Met Asp Ala Asp Pro Asp Leu Lys Asp Leu Leu Lys Thr Gin He 

180 185 190 

Lys Thr Lys Lys He His Lys Glu Ala- Leu Phe Val Asp Cys Glu Glu 

195 200 205 

Gly Glu Pro Phe Glu Glu Ser His He His Leu Leu Pro Val Thr Lys 

210 215 220 

Ser Phe Val Asn Phe Val Phe Tyr Asn Pro Tyr Arg Gly Ser Arg Gin 
225 230 235 240 

Leu Tyr Leu Ala Asn Thr Ser Gly Ser Leu Ser Ser Lys Phe Lys Asn 

245 250 255 

Lys Leu Leu Tyr Thr Tyr Ser Leu Ala Leu Ala Glu Asp Pro Leu Ser 

260 265 270 

He Ser Ser Ser Leu Leu Gin Tyr Pro Phe Cys His Asp Arg Tyr He 

275 - 280 285 

Phe Leu Gly Ser He Ala Asn Asn Leu Ser Phe Ser Tyr Leu Ser Gly 

290 295 300 

Val Asn Ser Asn He His' Asp Ala Phe Asn Leu Gly Trp Lys Leu Leu 
305 310 315 320 

Pro Val He Lys Lys Ala Ala Ser Ser Gin Leu He Leu Ser Lys Glu 

325 ' 330 335 

Leu Lys Thr Ser His Val Leu Pro His Phe Asn Glu Val His Gin Lys 

340 345 350 

Arg Ala Thr Lys Leu Leu Phe Ser Asn Met Tyr Thr Pro Ala Leu Met 

355 360 365 

Tyr Tyr Tyr Leu Lys Gly Cys Lys Gin Leu Asp Ala Ala Glu Gly Glu 

370 375 380 

Leu Tyr Tyr Pro Ser His Arg Ala Ser Lys Tyr Glu Ala Ser Asp He 
385 390 395 400 
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lie Lys Val Ser Pro Asn Asp Lys GIu lie Gin Gly Pro Arg Pro Gly 

405 410 415 

Ser Arg Ala Leu Asp lie Arg Leu Asp Thr Gly Asn Tyr Leu Leu Asp 

420 425 430 

Ser Leu Lys Asn Ala Lys His Leu Leu Val Phe Phe Lys Glu Arg Pro 

435 440 445 

Asp Leu Val His Ala Leu Leu Glu Glu Tyr Gly Glu Trp Val Asp Val 

450 455 460 

lie Val Thr Glu Asp Pro Lys Val His Lys Leu Tyr His Ala Asn Pro 
465 470 475 480 

Glu Ser Leu Phe lie lie Arg Pro Asp Arg Tyr lie Gly Tyr Arg Thr 

485 490 495 

His Thr Phe Lys Leu His Glu Leu lie Ser Tyr Leu Leu Arg lie Phe 

500 505 510 

Ala Ala Glu Asn Ala Asn 
515 



(2) INFORMATIONS POUR LA SEQ ID NO: 298: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 542 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement < 3 0 0527 3 021 52 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 298: 

Gly Cys Leu Phe Ser Glu Glu Leu Val Ser Asp Gly Arg Lys Leu Pro 

15 10 15 

Tyr Pro Asp Leu Gly Asp Gin Asn lie Lys His Leu Glu Lys lie Arg 

20 25 30 

Asp Val Tyr Gly Leu Asp Gly Val Ala Glu Leu Arg Val Ala Glu Ala 

35 40 45 

Ala Leu Leu Gly Val Gin Lys Leu Pro Glu Glu Gin Lys Gin Glu Ser 

50 55 60 

Leu Lys Ser Ala Val Lys Ala Leu Arg Ala Asp Ala Lys Val Leu. Asn 
65 70 75 80 

Lys Lys Phe Lys Lys Leu Pro Glu Ser Tyr Gin Pro Gin His Ser Glu 

85 _ 90 95 

Val Thr Gly Val Gin Gly Val Thr Glu Gin Glu Ser Arg Asp Asp Val 

100 105 110 

Leu Val Ala Gin Asp Met Ala Ala lie Glu Glu Leu Gin Asp Gin Tyr 

115 120 125 

His Ala Ala Cys Leu Gin Phe Glu Ser Val Ser Met Arg Phe Leu Ala 

130 135 140 

Glu Gin Arg Lys Ala Lys Phe Leu Glu Lys Leu Leu lie Gin Lys Arg 
145 150 1-55 160 

Arg Asp Val Ser His Leu Ser His Gin Glu Ala His Tyr Thr Gin Val 

165 170 175 

Val Ser His Leu Lys Glu Arg lie Ser Met Arg Lys Gly Ala Ser Thr 

180 185 190 

Gin His Ala Ser Lys Glu Glu lie Ser Thr Lys Met Arg Glu Leu Leu 

195 200 205 

Ser Leu Asp Asp Gin Leu Leu Lys Ala His Thr Ala Gin Asp Val Asn 
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9 1 S 










220 










Trp 


Asp 


Asn 


s sr 


lie 


Asn 




p 1 


T .01 1 


Gin 


Gin 


Gin 


Phe 


Lys 


Lys 


Leu 


D 










Z J v 










23 5 










24 0 


Ser 


b ± 11 


pin 


Pl \/ 


C* -v- 


Leu 


p 1 
bill 


j_»ys 


Ua 1 

vai 


Lys 


Ala 


Leu 


Leu 


Glu 


Leu 


Asn 










9 zm 










^1 _J W 










j j 




Met 


Cys 


Leu 


Pl,r 

biy 


Asn 


Ala 


Pit; 

biy 


pin 

bin 


Tnr 


Leu 


iyr 


Hie; 


C* f\ y 


Arg 


Leu 


Lys 


















9 ^ 










97 0 






Arg 


Glu 


vai 


lrne 


blU 


A 1 — 

Ala 


Ser 


Cys 


Ser 


Asn 


JLXiJL 


Ser 


pi n 

bin. 


pl« 

bin 


Leu 


Leu 






z / j 










9 a n 










9ft ^ 

Z O J 








Gin 


Tyr 


Gly 


Glu 


Asp 


Leu 


Fne 


Ala 


Ser 


Tyr 


Asp 


biy 


Ser 


Asp 


Arg 


Ser 














Z J D 










inn 

J u u 










Ala 


Leu 


Leu 


Arg 


Phe 


val 


Leu 


p i t r 
biy 


Ser 


P 1 "V T 

L»iy 


Tyr 


Pi ,1 
b 1U 


1*1 e l_ 


T 1 0 

lie 


Ser 


pi n 

blU 


*3 n c 










Tin 










-J X J 










O £. W 


Ala 


Ser 


Ser 


Glu 


Leu 


Lys 


Ser 


Leu 


Arg 


Lys 


Arg 


Trp 


Lys 


Arg 


Ser 


ai a 
Ala 




















_> J u 










0 j .j 




Ser 


bin 


Aia 


Aia 


Tl 0 

lie 


Ala 

Ala. 


Pro 


pin 
blU 


Asp 


lyr 


p,1 n 


j_iy s 


v a x 


bys 


Arg 


v a x 








7 A fi 










14 ^ 










350 






Leu 


Glu 


Arg 1 


n't, 
rfie 


Leu 


Lys 


Ala 


Arg 


Asp 


Ocl 


Leu 


Arg 


ID v- /-% 

XT i. (J 


Lys 




b iy 






1 c: c; 
J JJ 










fin 










3 65 








Leu. 


Pro 


Leu 


pl^r 

biy 


Lys 


Ser 


S er 


Asp 


Air, 


J. UL 


v a x 


P "I w 

oxy 


Leu 


Gin 


Hi e; 

n 1 0 


Gin 




j / u 




















3 80 










Tic* 

1 le 


Arg 


Asp 


Asn 


pin 


7\ v-pf 

rt.x y 


v a j. 


uy s 


AT a 


Arg 


Val 


Thr 


Ala 


Cys 


xy x 


Gin 


^ ft ^ 










1 9 0 

J -7 V 










3 95 










400 


b 1U 


Ser 


Cys 


Arg 


Asn 


val 


l_l te: t-i 


Pin 

0 Xll 


His 


Leu 


Glu 


Asp 


x ip 


Val 


Arg 


Lys 










*4 U J 










410 










415 




rpv« -v— 

inr 


Arg 


din 


pin 
blU 


Ser 


Ala 


pin 


p\/c 
b_y & 


bill 


Lys 


Ua 1 

v a x 


Pin 
bxu 


X 11 X 




Tip 

X X *s 


Arg 








4 9 n 










425 










43 0 






pin 

bill 


irlie 


Cys 


bin 


T 

lj_y S 


/\Xa 


PI w 


c 0 r - 


Lys 


Glu 


As n 


Leu 


Ala 


Glu 


Ser 


Thr 






fx J J 










*± *± 










445 








p 1 t ■» 


rieti 


Leu 


Jrne 


Ser 


Ser 


Leu 


pin 

blU 


blU 


Asp 




11 




Tl p 
X X fc£ 


trx 


Leu 




4 50 










455 










460 










Asp 


Val 


Leu 


Arg 


Ala 


He 


Leu 


Arg 


Ser 


Leu 


Ser 


Ser 


Lys 


Val 


Leu 


His 


465 










470 










475 










480 


He 


Arg 


Asp 


Gin 


Lys 


Leu 


Glu 


Leu 


Glu 


Lys 


Leu 


Glu 


Glu 


Gin 


Phe 


Ala 










485 










490 










495 




Lys 


Thr 


Asn 


He 


He 


Val 


Lys 


Ala 


Lys 


Glu 


Ala 


Glu 


Phe 


Glu 


Lys 


Asn 








500 










505 










510 






Gly 


Glu 


Val 


Trp 


His 


Asn 


Gin 


Tyr 


Gin 


Met 


Leu 


Lys 


Ser 


Gin 


Met 


Glu 






515 










520 










525 








Lys 


Leu 


Glu 


Ser 


Gin 


Lys 


Arg 


Arg 


Leu 


Thr 


Asp 


Lys 


Lys 


Glu 







530 535 540 



(2) INFORMATIONS POUR LA, SEQ ID NO: 299: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 94 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaife 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 02 07 1 .. 3 04 9 17 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 299: 

Glu Tyi~ Gly He He Leu Pro Ser Lys He Val Phe Gin Glu Ser Met 
15 10 15 
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Ala Asn Pro Ser Thr Pro Pro Ser Asn His Ser Gly Leu Ser Leu Gin 

20 25 30 

Gly Arg Leu Arg Ala Ser Ser Gin Gin Cys Thr Gin Ala Gly Gin Gly 

35 40 45 

Asp Pro Gin Pro Leu Ser Pro Glu Ser Arg Gly Leu Thr Ser Asn Phe 

50 55 60 

Ser Thr Arg Arg Asp Leu lie Asp Val Val Glu Glu Ser lie Glu Thr 
65 70 75 80 

Ala Lys Gly Ser Glu Leu Lys Lys Leu Arg lie Tyr Glu lie Ala Leu 

85 90 95 

Lys lie Leu Thr lie lie Gly Ala Ala lie Leu Phe Ala Val Pro Leu 

100 105 110 

Cys Met Leu Leu Gly Val Pro Leu Trp lie Pro lie Val Thr Cys lie 

115 120- 125 

Gly Val Gly lie Ala Phe Ser lie Ala Lys Gly Cys Leu Gin Lys Arg 

130 135 140 

Cys Gin Gin lie Arg Glu Glu Tyr Arg Ala Leu His Leu Tyr His Arg 
145 150 155 160 

Tyr Leu Leu Ser Asn Lys Asp Ser lie Asp Gly Thr Leu Leu Ser Arg 

165 170 175 

Phe Asp lie Arg Phe Arg Lys Ala Glu Glu Lys Leu His Gly Leu Asp 

180 185 190 

Leu Asp Lys Arg Glu Ala Asn His Pro Leu Glu Ala Asp Lys Arg Tyr 

195 200 205 

Asp Phe Ala Gly Leu Ala His Gin Arg Tyr Gin Val Asp Ala Ala Leu 

210 215 220 

Gly lie Ser Ser Ser Gin Asp Ala Phe Trp Arg Gly Val Ala Gin Gin 
225 230 235 240 

Val Lys Ser Val Lys Asp Asp Val Val Leu Gly Asp Lys Ala Ser Thr 

245 " 250 255 

Asp Leu Tyr Pro lie Ala Gin Gin Ala Leu Gin Ala Ala Gly Val Gly 

260 265 270 

Phe Ser Gly Ala Ala Gly Lys Glu Ser Leu Leu Asp Leu Ala Lys Ser 

275 .280 285 

Leu Ser Ser Leu Phe Ala Trp Gly Ser Gin Val Gly Lys Asp Ser His 

290 295 300 

Glu Ala Leu Gin Arg Tyr Gin Met Arg Phe Leu Ser Ser Pro lie Leu 
305 310 315 320 

Ala Thr Trp Cys Gly Ala Gly Phe Ser Thr Ser Ala Gin Asp Phe Val 

325 330 335 

Leu Lys Gly Lys Asn Val Leu Asp lie Ala Ser Glu Asn His Thr Lys 

340 345 350 

Met Gin Asn Ala lie Lys Cys Val Gin Leu Val Ser Val Leu Gly Lys 

355 _ 360 365 

Met Arg Asn Trp Lys Glu Lys lie Asp Thr Leu lie Gin Asn Lys Asn 

370 375 380 

Leu Asp Gin Asp Ser Leu Arg Lys Leu Tyr Gin Asp lie Glu Lys Ala 
385 390 395 400 

Met His Lys Val Cys lie Glu Asp Gly Val Ser Ala Ser lie Gin Ala 

405 410 415 

Arg Val Arg Lys Val Thr Gin Lys Tyr Leu Arg Gin Asp Leu Gin Glu 

420 425 430 

Leu Leu Asn Lys Lys Ala Pro Leu Asn Glu Ser Asp Leu Ser Lys Met 

435 440 445 

Gin Lys Gly lie Ser Ser Cys Ala Asn Leu Val Val Thr Leu Leu Glu 

450 455 460 

Ser Gin Leu Gly lie Ser Glu Gin Thr Ser lie Lys Glu Val Glu Glu 
465 470 475 480 

Ser lie Tyr Arg Asp Leu lie Asp Thr lie Leu Gin Met Gly Ser Ala 
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Ala Gly Gly Val 
500 

Glu Gly Lys Thr 
515 

Pro Arg Gin Ser 
530 

Ala Phe lie Arg 
545 

Ala Glu Glu Thr 

Arg lie Gin Thr 
580 

Glu Glu Thr Lys 
595 

Thr Glu Ala Phe 
610 

Leu Glu Gin Ala 
625 

Ala Asp Leu Thr 

Ser Ala Arg Glu 
660 

Gin Glu Gin Leu 
675 

Ser Gly Lys Arg 
690 

Leu Arg Lys Lys 
705 

Lys Gly Glu Gin 

Ser Glu Gly Cys 
740 

Val Lys Thr lie 
755 

Asp lie Arg Gin 
770 

Ser Ser Phe Gin 
785 

Gly Leu Ser lie 

Lys Ser Ser Ser 
820 

Val Tyr Asn Gly 
83 5 

Ser Gin Leu lie 
850 

Thr Lys Ala Val 
865 

Ala lie Ala Leu 

Cys Val Leu Ala 
900 

Trp Val Glu Lys 
915 

Ser Trp Phe Arg 
930 

Lys lie Ser Ser 
945 



485 

Thr Pro Leu Val 

Leu Arg Ser Glu 
520 

Phe Leu Gly Val 
535 

Asp Pro Lys Trp 
550 

Leu Ala Gin Lys 
565 

Ser Leu Ala Asp 

Leu Asn His lie 
600 

Leu Asp Thr Leu 
615 

Val Ala Glu Leu 
630 

His Val Glu Gin 
645 

Glu Phe Lys Gin 

Glu Gin lie Ala 
680 

Leu Leu Leu Asn 
695 

Val Gin Ala Lys 
710 

Pro Ser Pro Thr 
725 

Glu Tyr Phe Ser 

Leu Glu Gly Ser 
760 

Leu lie Gly Leu 
775 

Gin Asp Ser Leu 
790 

Pro Ala Ala Ser 
805 

lie Ala Glu Lys 

Val Lys Ala Lys 
840 

Lys Gly Leu Arg 
855 

Val Ala Ala lie 
870 

Phe Ser Val Gin 
885 

Leu Val Leu Glu 

Arg Asn Trp Lys 
920 

Met Glu Glu Ser 
935 

He- 



490 

Asp Gly Val His 
505 

Leu Ser Arg Ala 

Gin Ser Ala Val 
540 

Gly Ala Ser Ala 
555 

Gin Lys Phe Val 
570 

Trp Arg Glu Arg 
585 

Val Ser Thr Asp 

Lys Asn Val Ala 
620 

Lys Asp Cys Glu 
635 

Lys Met Asn Pro 
650 

Leu Met Glu Glu 
665 

Arg Pro lie Tyr 

Thr Val Phe Ser 
700 

Glu Thr Leu Leu 
715 

Lys Lys Lys Thr 
730 

Ser Leu Val Ser 
745 

Arg Gly Lys Lys 

Thr Asp Glu Leu 
780 

Glu Ser Leu Leu 
795 

lie Glu Gin Lys 
810 

Val Val Tyr Ala 
825 

Val Asn Arg Thr 

Gly Ser Leu Arg 
860 

Leu Ser Val Ala 
875 

Leu Thr Trp Leu 
890 

Ala lie Pro Ser 
905 

Tyr Glu Val Ala 

Phe Leu lie Gin 
940 



495 

Lys Ala lie A.rg 
510 

Met Ser Leu His 
525 

Glu Lys Leu Gin 

Val His Thr Ser 
560 

Ser Asp Leu Thr 
575 

Tyr Gly Leu Phe 
590 

Phe Val Ser Arg 
605 

Glu Ala Cys Ser 

Asp Ala Met Lys 
640 

Thr Glu lie Glu 
655 

Leu Ala Gly He 
670 

Glu Glu Gly Val 
685 

His Pro Glu Ala 

Glu Ala Leu Thr 
720 

Leu Lys Gin Leu 
735 

Lys He Asn Ala 
750 

He Ala Ser Gin 
765 

Ala Leu Lys Leu 

Tyr Gly Leu Glu 
800 

Lys Gly Ser Pro 
815 

Ser His Gin Arg 
830 

Leu Glu Ala Phe 
845 

Asn Ala Met He 

Phe Ser Cys Leu 
880 

Pro He Met Leu 
895 

Ala Leu Ser He 
910 

Ser Leu Ala Lys 
925 

He Trp Gly He 
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(2) INFORMATIONS POUR LA SEQ ID NO: 3 00: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 95 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 04 973 . . 3 06 157 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 3 00: 



Arg 


Arg 


Cys 


Gly 


Ala 


Val 


Leu 


Arg 


Met 


Ala 


He 


Asd 


Glv 


Val 


Val 


He 


1 








5 










10 










15 




Lys 


Val 


Asp 


Asn 


He 


Ala 


His 


Gin 


Asp 


Arg 


Leu 


Gly 


Leu 


Thr 


Ser 


Lvs 








20 










25 










30 






His 


Tvr 


Arg 


Trp 


Ala 


He 


Ala 


Tvr 

■*- Jr 


Lys 


Tvr 


Ala 


Pro 


Glu 


Arg 


Ala 


Glu 






35 










40 










45 








Thr 


He 


Leu 


Glu 


Asp 


He 


Val 


Phe 


Gin 


Val 


Glv 


Lys 


Thr 


Glv 


He 


Leu 




50 










55 










60 










Thr 


Pro 


Val 


Ala 


Glu 


Leu 


Ala 


Pro 


Val 


Phe 


Leu 


Ser 


Glv 
^ Jr 


Ser 


Arg 


Val 


65 










70 










75 










80 


Ser 


Arg 


Ala 


Ser 


Leu 


Tvr 


Asn 


Gin 


Asp 


Glu 


He 


Glu 


Lys 


Lys 


Asp 


He 










85 










90 










95 




Arg 


He 


Glv 


Asp 


Ser 


Val 


Tvr 

A Jr J - 


Val 


Glu 


Lys 


Glv 


Glv 


Glu 


Val 


He 


Pro 








100 










105 










110 






Lys 


He 


Val 


Glv 


I le 


Asn 


Leu 


Ala 


Lys 


Arg 


Ser 


Leu 


Glu 


Ser 


Glu 


Pro 






115 










120 










125 








Trn 


Lys 


Met 


Pro 


Ser 


Leu 


Cys 


Pro 


Val 




His 


Glu 


Pro 


Val 


Val 


Lys 




130 










135 










140 










Glu 


Lys 


Val 


Ser 


Val 


Arg 


Cys 


He 


Asn 


Pro 


Leu 


Cys 


Ser 


Gly 


Gly 


Met 


145 










150 










155 










160 


Leu 


Glu 


Lys 


He 


Cys 


Phe 


Phe 


Ala 


Ser 


Lys 


Ser 


Ala 


Leu 


Asn 


He 


Asp 










165 










170 










175 




His 


Leu 


Gly 


GlU 


Lys 


Val 


Val 


Thr 


Lys 


Leu 


Phe 


Glu 


Val 


Gly 


Leu 


He 








180 










185 










190 






Ser 


Ser 


Cys 


Ser 


Asp 


He 


Phe 


Ala 


Leu 


Thr 


Glu 


GlU 


Asp 


Leu 


Lys 


Gin 






195 










2 00 










205 








Val 


Pro 


Gly 


Phe 


Lys 


Asp 


Arg 


Ser 


He 


Gin 


Asn 


Leu 


Leu 


Ala 


Ser 


He 




210 




















220 










Ala 


Gly 


Ala 


Lys 


Lys 


Val 


Ala 


Leu 


Asp 


Arg 


Leu 


Leu 


Thr 


Ala 


Leu 


Ser 


225 










230 










235 










240 


He 


Pro 


Phe 


Val 


Gly 


Ser 


Ser 


Gly 


Ala 


He 


Ala 


Leu 


Ala 


Asp 


His 


Phe 










245 










250 










255 




Gly 


Thr 


Leu 


Asp 


Lys 


Val 


He 


Glu 


Ala 


Ser 


Leu 


Asp 


Glu 


Leu 


Met 


Ser 








260 










265 










270 






He 


Glu 


Gly 


He 


Gly 


Pro 


Lys 


Val 


Ala 


Ala 


Ser 


He 


Val 


Ala 


Phe 


Phe 






275 










280 










285 








Ser 


Lys 


His 


GlU 


Asn 


Arg 


Glu 


Glu 


He 


Arg 


Arg 


Met 


Gin 


Glu 


Leu 


Gly 




290 










295 










300 










Val 


Gin 


Val 


Leu 


Ser 


Lys 


Gin 


Ser 


Asp 


Lys 


Glu 


Ala 


Pro 


Leu 


Gin 


Gly 


305 










310 










315 










320 


Lys 


Val 


Phe 


Val 


Leu 


Thr 


Gly 


Thr 


Leu 


Gin 


Gin 


Met 


Thr 


Arg 


Thr 


Gin 










325 










330 










335 




Ala 


Glu 


Glu 


Arg 


He 


Arg 


Ser 


Leu 


Gly 


Gly 


Lys 


Val 


Ser 


Ser 


Ser 


Val 
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340 

Ser Lys Ser Thr Tyr Ala Val lie 
355 360 
Leu Lys Lys Ala Gin Asp Leu Gly 

370 375 
Leu Ser Arg lie Leu Asp Ala Lys 
335 390 



345 350 
Ala Gly Ser Glu Ala Gly Gly Lys 
365 

Leu Ser lie Trp Asn Glu Ser Lys 
380 

Ser Val Ser 
395 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 01: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR : , 128 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 3 061 1 1 3 0 6494 ) 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 301: 



Asp 


Ser 


Leu 


Lys 


Lys 


Ala 


Pro 


Glu 


Asp 


Leu 


Glu 


Val 


Arg 


Gly 


Glu 


Val 


1 








5 










10 










15 




Phe 


Leu 


Ser 


Tyr 


Glu 


Ala 


Phe 


Glu 


GlU 


Leu 


Asn 


Ala 


Cys 


Gin 


Arg 


Glu 








20 










25 










30 






Gin 


Gly 


Lys 


Leu 


Glu 


Phe 


Ala 


Asn 


Pro 


Arg 


Asn 


Ala 


Ala 


Gly 


Gly 


Thr 






35 










40 










45 








Leu 


Lys 


Leu 


Leu 


Ser 


Ser 


Lys 


Glu 


Ala 


Ala 


Lys 


Arg 


Lys 


Leu 


Asp 


Leu 




50 










55 










60 










Ser 


Val 


Tyr 


Gly 


Leu 


He 


Thr 


Asp 


Gin 


Lys 


Lys 


Arg 


Ser 


His 


Phe 


Glu 


65 










70 










75 










80 


Asn 


Leu 


Gin 


Leu 


Cys 


Ser 


Gin 


Trp 


Gly 


Phe 


Phe 


Val 


Ala 


Gly 


Met 


Pro 










85 










9 0 










95 




Lys 


Gin 


Cys 


Arg 


Ser 


Arg 


Gin 


Glu 


Val 


Val 


Glu 


Arg 


He 


Arg 


Glu 


He 








100 










105 










110 






Glu 


Glu 


Met 


Arg 


Arg 


Ser 


Ala 


Pro 


Asp 


Gly 


Tyr 


Arg 


Trp 


Ser 


Arg 


His 






115 










120 










125 









(2) INFORMATIONS POUR LA SEQ ID NO: 3 02: 

(i) CARACTERI STIQUES DE _LA SEQUENCE: 

(A) LONGUEUR: 176 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 3 0643 6 3 069 63 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 302: 

Met Gly Ala Val Ser Arg Asp Asp Tyr He Ala Leu Cys Thr Glu Leu 
1 5 10 15 

Val Glu His Asp Arg Arg Tyr Tyr Ala Leu Asn Gin Pro Thr He Ser 

20 25 30 
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Asp Tyr Ser Tyr Asp 
35 

Gin His Pro Glu Trp 
50 

Asp Arg Pro Ser Gly 
65 

Leu Ser lie Ala Asn 
85 

Ser Arg Thr Glu Lys 
100 

Leu Lys lie Asp Gly 
115 

Phe Ala Gin Ala Leu 
130 

Thr Ala Asn Val Ser 
145 

Glu Gly Ser Arg Gly 
165 



Met Lys Met Arg Glu 
40 

Lys Val Ser Trp Ser 
55 

Gin Phe Pro Val Val 
70 

Val Tyr Ser Leu Gin 
90 

Leu Leu Gly Tyr Ser 
105 

lie Ala Val Ala lie 
120 

Ser Arg Gly Asn Gly 
135 

Thr lie Arg Ser Leu 
150 

Ser Arg Ser Ala Arg 
170 



Leu Gin Glu He Glu Val 
45 

Pro Thr Met Tyr Leu Gly 
60 

Pro His Ser Ser Pro Met 
75 80 
Glu Leu Glu Glu Phe Phe 
95 

Pro Gly Tyr Ser Leu Glu 
110 

Arg Tyr Glu Lys Arg Leu 
125 

Val Lys Gly Glu Asp He 
140 

Pro Met Arg Leu Pro Gin 
155 160 
Arg Ser Val Ser Phe He 
175 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 03: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 599 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement < 3 0 6977 3 08773 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 303: 

Ser Gin Asn Ser Asp Met Asp Leu Trp Ser Arg Asp Val Leu Ala Glu 

15 10 15 

His Arg Phe He Lys Lys Arg Tyr He Leu Lys He Leu Pro Ser Glu 

20 25 30 

Leu Ser Ser Ser Glu Asn Phe Met Arg Val Phe Gin Glu Val He Val 

35 40 45 

Gin Leu Ala Ala He Arg His Ala Ser Leu Val Ala He Glu Asn Val 

50 55 60 

Ser Arg Glu Gly Asp Arg Tyr Phe Val Val Thr Glu Glu Asn Gly Gly 
65 70 - 75 80 

Thr He Ser Leu Ala Gin Tyr Leu Ser Gly Arg Lys Leu Ser Glu Glu 

85 90 95 

Glu Val Val His Leu He Gin Gin Leu Cys Asp Ala Leu Glu Leu Val 

100 105 110 

His Ser He Gly Leu Ala His Gly Gin He His Leu His Ser Val His 

115 120 125 

Val Ser Phe Phe Asn Gly He Ala Asn He Tyr Leu Pro Glu Val Gly 

130 135 140 

Phe Ala Ser Leu Leu Arg Glu Arg Met Phe Ser Thr He Met Gin Ser 
145 150 155 160 

Gly Ser Ala Arg Glu Ser He Thr Arg He Arg Asp Leu Leu Met Phe 

165 170 175 

Glu Ala Pro Glu Glu Gin Glu Val Phe Gly Arg Glu Ala Asp Val Tyr 

180 185 190 

Ser Val Gly Val Leu Ala Tyr Tyr Leu Leu Val Gly Ser Phe Pro Trp 
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195 200 205 

Gly Ser Phe Pro Lys Pro Ser Leu Cys Met Pro Asp Ser Trp Tyr Asp 

210 215 220 

Trp Asp Gly Phe lie Leu Ser Cys Leu Gin Gin Gin Arg Glu Ala Arg 
225 230 235 240 

Pro Lys Cys Leu Arg Glu Ala Leu Arg Arg Lys Thr Ser Gly Glu Gin 

245 250 255 

Leu Gin Val Thr Leu Asp Ser Cys Arg Glu Pro Leu Arg Glu Met Glu 

260 265 270 

lie Glu Asp Thr Pro Thr Glu Leu Gly Pro Pro Ser Ala Leu lie Arg 

275 280 285 

Glu Gly Glu Arg Leu Cys Glu Val Lys Glu Glu Gin His Ala Phe Val 

290 - 295 300 

Leu Val Glu Ala Lys Ser lie Asp Glu Ala Met Val Thr Thr Val Asp 
305 310 315 320 

Ser Glu Glu Glu Leu Glu Ser Ser Glu Gly Tyr Ala Asn Pro Leu Gin 

325 330 335 

Ser Leu Leu Ala Arg Glu Pro Val Val Ser Arg Tyr Val Glu Val Glu 

340 345 350 

Arg Glu Glu lie Lys Pro Gin Pro Leu Leu Thr Glu Met He Phe He 

355 360 365 

Glu Gly Gly Glu Phe Ser Arg Gly Ser Gly Asp Gly Gin Arg Asp Glu 

370 375 380 

Leu Pro Val His Asn He Thr Leu Pro Gly Phe Phe Leu Asp He His 
385 390 395 400 

Pro Val Thr Asn Glu Gin Phe Val Arg Phe Leu Glu Cys Val Gly Ser 

405 410 415 

Glu Gin Asp Glu His Tyr Asn Glu Leu He Arg Leu Lys Asp Ser Arg 

420 425 430 

He Gin Arg Arg Ser Gly Arg Leu He He Glu Pro Gly Tyr Ala Lys 

435 440 445 

His Pro Val Val Gly Val Thr Trp Tyr Gly Ala Ser Ser Tyr Ala Cys 

450 455 460 

Trp He Gly Lys Arg Leu Pro Ser Glu Ala Glu Trp Glu Val Ala Ala 
465 470 475 480 

Ser Gly Gly Lys Leu Gly Leu Arg Tyr Pro Thr Gly Glu Glu He Asp 

485 490 495 

Lys Ser Lys Ala Asn Phe Phe Ser Ser Asp Thr Thr Pro Val Met Ser 

500 505 510 

Tyr Pro Ser Ser He Leu Gly Leu Tyr Asp Met Ala Gly Asn Val Tyr 

515 520 525 

Glu Trp Cys Gin Asp Trp Tyr Ser Tyr Asp Phe Tyr Glu Ser Ser Ala 

530 535 540 

Leu Asp Pro Asp Ala Pro Leu Gly Pro Pro Gin Gly Val Tyr Arg Val 
545 550 555 560 

Leu Arg Gly Gly Cys Trp Lys Ser Leu Lys Asp Asp Leu Arg Cys Ala 

565 570 575 

His Arg His Arg Asn Asn Pro Gly Ala He Asn Ser Thr Tyr Gly Phe 

580 585 590 

Arg Cys Ala Lys Asp Val Lys 
595 



(2) INFORMATIONS POUR LA SEQ ID NO: 304: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 2 02 acides amines 

(B) TYPE: acide amin4 

( D) CONFIGURATION : 1 ineaire 
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(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 3 0927 6 . . 3 09 88 1 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 3 04: 



\j ±y 




Arg 


Leu 


Mot- 
ive L. 


X1IX 


JL ill. 


JrJL \J 


Asp 


Asn 


As n 


±111. 


j. i. 


Asp 


V a. X 




_L 








j 










1 0 










X -J 






Pro 


±nr 


irne 


VdJ. 


Arg 


Leu 


Asn 


Val 


nla 


mr 


Tnr 


Asp 


Leu 


Ala 
Ala 


Asp 




































Asil 


Lys 


Ser 


Asn 




Val 


X 111. 


Tip 
lie 


XXIX 


ulU 


1 1 IX 


Alp* 


x iii. 


Alp, 


Asn 
















4 0 










45 








Tyr 


val 


Asn 


vd,l 


inr 


JLIl 


Asp 


Leu 


Tnr 


Ser 


Ser 


1 111. 


nla 


Lys 


Leu 


blu 




50 










55 










60 










Cys 


Thr 


Gin 


Asp 


Leu 


He 


Ala 


Gin 


Gly 


Lys 


Leu 


He 


Val 


Thr 


Asn 


Pro 


65 










70 










75 










80 


Lys 


Ser 


Asp 


He 


Ser 


Phe 


Gly 


Gly 


Arg 


Val 


Asn 


Leu 


Ala 


Asp 


Asn 


Thr 










85 










90 










95 




He 


Thr 


Tyr 


Asn 


Pro 


Tyr 


Asn 


Asn 


Gly 


Gly 


Gly 


Glu 


Val 


Ala 


Phe 


Thr 








100 










105 










110 






Asp 


He 


Asn 


Ser 


Arg 


Gin 


Gly 


Lys 


Gin 


Tyr 


Val 


Pro 


Tyr 


Gly 


Leu 


Tyr 






115 










120 










125 








Lys 


Asn 


Gly 


Ala 


Pro 


Lys 


He 


Ser 


Met 


Arg 


Ser 


Ala 


Leu 


Ser 


Gly 


Gly 




130 










135 










140 










His 


Val 


Gly 


Ser 


Gly 


Asp 


Thr 


Arg 


Gly 


Trp 


Gly 


Ala 


Glu 


Val 


Leu 


Trp 


145 










150 










155 










160 


Asp 


Ala 


Tyr 


Thr 


Gin 


Gin 


Arg 


Glu 


Asp 


Leu 


Glu 


Asp 


Lys 


Ala 


Val 


Thr 










165 










170 










175 




Phe 


Ser 


Pro 


Ala 


Asn 


Arg 


Gly 


Lys 


Leu 


Tyr 


Phe 


Glu 


Ala 


Ser 


Leu 


Arg 








180 










185 










190 






Leu 


Pro 


Phe 


Cys 


Ser 


Val 


Ser 


Pro 


Ser 


Leu 















195 200 



(2) INFORMATIONS POUR LA SEQ ID NO: 305: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 283 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui _ 

(viii) POSITION DANS LE GENOME: complement ( 3 09 872 3 1 072 0 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 3 05: 

Glu Asp Asn Met Lys Lys Pro Val Phe Thr Gly Gly Ala Pro He Pro 

15 10 15 

Gly He Ser Thr Glu Glu Gly Thr Gly Val Lys Asp Gin Asn Leu Trp 

20 25 30 

Met Arg Asn Ala Thr Leu Lys Val Glu Gly Asp Ala Thr He Asp Asp 

35 40 45 

Thr Leu Thr Ser Arg Asp Leu Lys Val Thr Gly Pro Thr He His Thr 

50 55 60 

Asp Leu Asp Leu Ser Val Gly Gly Asp Val Lys Gly Gly Arg Thr Val 
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65 










70 










75 










80 


Leu 


Gly 


Glu 


Thr 


Val 


Leu 


Glu 


Glv 


Asp 


Phe 


Asn 


He 


Lys 


Cys 


Asn 


Gin 










85 










90 










95 




Gly 


Gin 


Val 


Pro 


Gin 


Phe 


Thr 


Asn 


Leu 


Ser 


Asp 


Pro 


Leu 


Ser 


Ala 


Arg 








100 










105 










110 






Asp 


r\ 1 c*. 


Tip 


Thr 


Phe 


Asp 


ly i 


ly x 


Arg 


Asp 


Arg 


Ser 


Thr 


Gin 


Ala 


Tvr 
ly 1 






115 










120 










125 








Asn 


cys 


.Ml Cl 


1111 


n i o 


A TT rx 
/a j. y 


Asn 


Gly 


Ala 


Leu 


Val 


Lys 


Gly 


Asn 


Arg 


Phe 




_L -> U 










13 5 










140 










lie 


Asp 


Leu. 


Arg 


Mot- 
lie L. 


nio 


Asn 


Tip 
lie 


Asp 












j. in 




J. 41 3 










1 mi 

J. z> u 










i ^ 










160 


Met 


Tyr 


bin 


Asn 


Arg 


DV.Q 


Tyr 


Trp 


Lys 


Asp 


Asn 


Asp 


Pin 


Lys 


Lys 


Leu 










IDj 










i 7 n 

1 / VJ 










17c: 




Tyr 


Leu 


Lys 


Ser 


Pro 


biy 


Tip 
lie 


xyr 


fin 


V d 1 




irlle 


ril n 
vjiii 


Tip 
lie 


rue 


/i. -L y 








i r n 










i QC 

J. O J 










19 0 






Ser 


biy 


vj? _L_y 


Tyr 


nib 


Cor 
o e J_ 


oxy 


Asn 


vj J. LI 


Asp 


Jrl <J 


Thr 


He 


Phe 


Leu 


Arg 






195 










200 










205 








Leu 


Tyr 


Thr 


Ser 


Ala 


Tyr 


Glu 


Tyr 


Thr 


Asn 


Leu 


Cys 


Thr 


Gly 


Asp 


Thr 




210 










215 










220 










Arg 


Gly 


Phe 


Asn 


Pro 


Glu 


His 


Thr 


Thr 


Asn 


Thr 


Ser 


Leu 


Tyr 


Ser 


He 


225 










230 










235 










240 


Phe 


Ser 


He 


Pro 


Ser 


He 


Gly 


Asn 


Glu 


His 


Pro 


Phe 


He 


Gin 


Val 


Phe 










245 










250 










255 




Thr 


Lys 


He 


His 


Val 


Asn 


He 


Ala 


Tyr 


Ser 


Met 


He 


Asn 


Val 


He 


Trp 








260 










265 










270 






Phe 


Pro 


Phe 


Gly 


Ser 


Ser 


Tyr 


Lys 


Glu 


Ala 


Asp 













275 280 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 06: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 285 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 107 1 6 . . 3 1 1 57 0 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 3 06: 



Met 


Ser 


Asp 


Ser 


Asp 


Lys 


He 


He 


Asn 


Asp 


Cys 


Arg 


Phe 


Asp 


Phe 


Asn 


1 








5 










10 










15 




Thr 


Thr 


Val 


His 
20 


Gly 


Asp 


Leu 


Leu 


Ala 
25 


Ser 


Asn 


Leu 


Thr 


Thr 
30 


Glu 


Gly 


Asp 


Val 


Thr 
35 


Val 


Lys 


Ser 


He 


Ser 
40 


Ala 


Lys 


Glu 


Ser 


Phe 
45 


Ser 


Val 


Lys 


Arg 


Lys 
50 


Val 


Asp 


Val 


Asn 


Glu 
55 


Asn 


Asp 


He 


He 


Val 
60 


Asn 


Gly 


Phe 


Thr 


Gly 


Ala 


Ala 


Gly 


Tyr 


Asp 


Leu 


Thr 


Thr 


Arg 


Gly 


Lys 


He 


Ser 


He 


Asn 


65 










70 










75 










80 


Leu 


Asn 


Gly 


Asn 


Arg 
85 


Leu 


Ser 


Asn 


Val 


Lys 
90 


Cys 


Pro 


Glu 


Lys 


Asp 
95 


Ser 


Gin 


Pro 


Val 


Pro 
100 


Ala 


Asn 


Tyr 


He 


Arg 
105 


Thr 


Pro 


Glu 


Tyr 


Tyr 
110 


Phe 


Cys 


Ser 


Leu 


Gin 
115 


Asp 


Gly 


Ala 


Arg 


He 
120 


Glu 


Trp 


Lys 


Arg 


Gly 
125 


Gin 


Lys 


Leu 
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Pro 


Leu 
130 


He 


Gly 


Pro 


Ser 


Arg 
135 


Leu 


Val 


TVr 

x y j - 


Gill 


Ser 
140 


Ser 


Arg 


He 


Asn 


Glu 


Phe 


He 


Arg 


Phe 


Val 


Ser 


Phe 


Glu 


Glu 


Asn 


Lys 


Thr 


Arg 


Thr 


Gin 


145 










150 










155 










160 


Val 


Lys 


lie 


Asn 


Leu 
165 


Ser 


Gly 


Thr 


Thr 


Gly 
170 


Leu 


Gin 


Met 


Leu 


Ala 
175 


Lys 


Gly 


Val 


±y j. 


lie 
180 


He 


Asn 


Val 


Gly 


Val 
185 


Gly 


Lys 


Arg 




Gly 
190 




Asn 




" J: 


195 




x y 


Asp 




200 


Leu 


Ala 


Val 


Pro 


Leu 
205 


Gly 




Glu 


Tyr 


Ser 
210 




Ser 




X III. 


PViD 

ir L 1 fcr 

215 


Dei 


Arg 


n~i \r 
oiy 




ryr 
220 


ryr 


nla 


Ser 


J. ill. 


Ala 


Val 


Gly 


Thr 


Ala 


He 


His 


He 


Arg 


Lys 


Glu 


Ser 


Thr 


Asn 


Pro 


Asp 


225 










230 










235 










240 


Gly 


Pro 


Phe 


Ser 


Ser 
245 


Ser 


Asp 


Thr 


Glu 


Leu 
250 


Met 


Lys 


Thr 


Leu 


Leu 
255 


Glu 


Val 


Arg 


Tyr 


Lys 
260 


Gly 


Gly 


Asp 


Tyr 


Val 
265 


Asp 


Lys 


Ser 


Ala 


Leu 
270 


Ser 


Thr 


Leu 


Tyr 


Phe 
275 


Gly 


Val 


Leu 


Val 


Tyr 
280 


Pro 


Glu 


He 


Gly 


Gly 
285 









(2) INFORMATIONS POUR LA SEQ ID NO: 3 07: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 160 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 1 1 972 3 124 51 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 307: 



Leu 


He 


Leu 


Arg 


Met 


Arg 


Arg 


Asp 


Arg 


Lys 


Glu 


Leu 


Met 


Leu 


Lys 


Lys 


1 








5 










10 










15 




Pro 


Asn 


Arg 


Asn 


Asp 


Pro 


Cys 


Pro 


Cys 


Gly 


Ser 


Gly 


Lys 


Lys 


Tyr 


Lys 








20 










25 










30 






Gin 


Cys 


Cys 


Leu 


Lys 


Xaa 


Gin 


Ala 


Leu 


Thr 


Ala 


Arg 


His 


Thr 


Pro 


Glu 






35 










40 










45 








Gly 


Lys 


Phe 


Lys 


Phe 


Ser 


He 


Thr 


Ala 


Ser 


Pro 


Ala 


Ala 


Gly 


Ala 


Ser 




50 










55 










60 










Thr 


Glu 


Gly 


Phe 


Thr 


Lys 


Leu 


Phe 


Arg 


Gin 


Ser 


Val 


Asp 


Ser 


Tyr 


Thr 


65 










70 










75 










80 


Ser 


Glu 


Gin 


Lys 


Glu 


Gly 


Met 


Ser 


Arg 


Phe 


Leu 


He 


Thr 


Lys 


Asn 


Lys 










85 










90 










95 




Glu 


Pro 


He 


Gly 


Lys 


Arg 


Ala 


He 


Arg 


Lys 


Ala 


Lys 


Ala 


Lys 


Glu 


Glu 








100 










105 










110 






Arg 


He 


He 


Ser 


Glu 


Lys 


Leu 


Ser 


Gin 


His 


Glu 


Phe 


Gin 


Val 


Met 


Asp 






115 










120 










125 








Thr 


Glu 


Val 


Ser 


Gly 


Glu 


Asp 


He 


Gin 


Ser 


Ser 


Leu 


Asp 


Tyr 


Glu 


Gin 




130 










135 










140 










Phe 


Leu 


Pro 


Thr 


Glu 


Glu 


Asp 


Tyr 


Arg 


Val 


Gin 


Lys 


Glu 


Glu 


Asp 


Ser 


145 










150 










155 










160 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 08: 
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(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 310 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 3 13 43 5 3 143 64 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 308: 



Phe 


Tyr 


Arg 


Asn 


Thr 


Gin 


Lys 


Tyr 


"DVl a 

fne 




Tyr 


V d _L 


Arg 




lie 


DVip 

tr I lfc= 


1 






5 










1 u 










x o 




Phe 


Ser 


He 


lie 


Ala 


Fne 


Leu 


TV* >- 


val 


C 1 \r 
oiy 


_y ha 


o fcrx 


xr ii t; 




tr X \J 


Pro 








2 0 










/£ D 
















GlU 


Ser 


Gly 


Leu 


lie 


lie 


Aid 


Tip 
lie 


nib 




Asp 


Pro 


Arg 


Ser 


Leu 


Ser 






3 5 










a n 

Ht U 










45 








Pro 


Glu 


Lys 


Gly 


pin 

CjIU 


Asn 


nla 


■p"h O 


T_J -i c? 


Zr llc= 


Ser 


Leu 


Ser 


Lys 


Ala 


Leu 




50 










c: c 




















Phe 


Ala 


Thr 


Leu 


Pne 


Arg 


pi n 
blU 


blU 


Leu 


Ser 


oiy 


Leu 


mi 


Pro 


Ala 


Leu 


65 










/ u 




















8 0 


Val 


Ser 


Ser 


Tyr 


o±n 


T I Q 

± j.e 


Ser 


pin 

vjj _1_ Li. 


A en 


Gly 


Arg 


Phe 


xy i 


Arg 


Phe 


Cys 


































lie 


Arg 


Lys 


Asp 


Ala 


Lys 


Trp 


Ser 


Asp 




Ser 




J_j fc; Li 


Lie n 


A 1 R 
A X CI 


Glu 








100 










1 U _> 










1 1 n 






Asp 


Val 


lie 


Ala 


Ala 


Trp 


pin 
bill 


ril s 




Lys 


Pin 




Pi u 


Arg 


iy i 


Ser 




TIC 

lib 










x z, u 










125 








Leu 


Leu 




blU 


i-iy 5 


Leu 


OCX 


XT lit: 


Arg 


Ala 


Ser 


Ser 


Ser 


Ser 


Glu 


He 




130 










135 










140 










Leu 


He 


GlU 


Leu 


Lys 


GlU 


Pro 


GlU 


Pro 


Gin 


Leu 


Leu 


Ala 


He 


Leu 


Ala 


145 










150 










155 










160 


Ser 


Pro 


Phe 


Phe 


Ala 


Val 


Tyr 


Arg 


Pro 


Glu 


Asn 


Pro 


Phe 


Leu 


Ser 


Ser 










165 










170 










175 




Gly 


Pro 


Phe 


Met 


Pro 


Lys 


Thr 


Tyr 


Val 


Gin 


Gly 


Gin 


Thr 


Leu 


Val 


Leu 






180 










185 










190 






Gin 


Lys 


Asn 


Pro 


Tyr 


Tyr 


Tyr 


Asp 


His 


Ala 


His 


Val 


Glu 


Leu 


His 


Ser 






195 










200 










205 








He 


Asp 


Phe 


Arg 


He 


He 


Pro 


Asn 


He 


Tyr 


Thr 


Ala 


Leu 


His 


Leu 


Leu 




210 










215 










220 










Arg 


Arg 


Gly 


Asp 


Val 


Asp 


Trp 


Val 


Gly 


Gin 


Pro 


Trp 


His 


Gin 


Gly 


He 


225 










230 










235 










240 


Pro 


Phe 


Glu 


Leu 


Arg 


Thr 


Thr 


Ser 


Ala 


Leu 


Tyr 


Thr 


His 


Tyr 


Pro 


Val 










245 










250 










255 




Asp 


Gly 


Thr 


Phe 


Trp 


Leu 


lie 


Leu 


Asn 


Pro 


Lys 


Asp 


Pro 


Val 


Leu 


Ser 








260 










265 










270 






Ser 


Leu 


Ser 


Asn 


Arg 


Gin 


Arg 


Leu 


He 


Ala 


Ala 


He 


Gin 


Lys 


Glu 


Lys 






275 










280 










285 








Leu 


Val 


Lys 


Gin 


Ala 


Leu 


Gly 


Thr 


Gin 


Tyr 


Arg 


Val 


Ala 


Glu 


Ser 


Leu 




290 










295 










300 










His 


Leu 


Gin 


Arg 


Glu 


Ser 























305 310 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 09: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 133 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 3 143 4 0 3 1473 8 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 309: 

Lys Ser Pro Ser Pro Glu Gly lie lie Ala His Gin Glu Ala Ser Thr 

1 5 10 15 

Pro Phe Pro Gly Lys lie Thr Leu lie Tyr Pro Asn Asn lie Thr Arg 

20 25 30 

Cys Gin Arg Leu Ala Glu Val Leu Gin Glu Gin Cys Arg Asp Ala Gly 

35 40 45 

lie Gin Leu Thr Leu Glu Gly Leu Glu Tyr His Val Phe Val Gin Lys 

50 55 60 

Arg Ala Thr Gin Asp Phe Ser Val Ser Thr Ala Thr Ser lie Ala Phe 
65 70 75 80 

His Pro Leu Ala Lys Ser Lys Phe Asp Gin Thr Ala Leu Asp Asn Phe 

85 90 95 

Thr Cys Leu Pro Leu Tyr His lie Glu Tyr Asp Tyr lie Leu Ser Arg 

100 105 110 

Pro Leu Asp Gin lie Val His Tyr Pro Ser Gly Ser Val Asp Leu Thr 

115 120 125 

Tyr Ala His Phe His 
130 



(2) INFORMATIONS POUR LA SEQ ID NO : 310: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 62 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 3 14741 .. 3 1552 6 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 310: 

Thr Lys Pro lie Phe Phe Ser Leu lie Glu Gin Asp Glu Arg Leu Thr 

1 5 10 15 

Pre Leu Ser Tyr Glu Pro Gin Val Glu Ser Ser Leu Gin Val Val Arg 

20 25 30 

Ser lie Glu Asn Ala Ser Gly Leu Gly Ser Asp Ala Gin Pro Leu Gin 

35 .40 45 

Glu Leu Phe Arg Lys Leu Leu Leu Leu His Glu Gin Gly Pro Leu Ala 

50 55 60 

Tyr lie Gly Leu Val Trp Asn Phe Ala Asn Arg Phe Gly Gly Gly lie 
65 70 75 80 

Leu Glu Pro Lys Arg Leu Ser Arg Asp Gly Lys Asn Leu Leu Glu Leu 

85 .90 95 

Leu His Ala Leu Ala lie Pro Val Asp Leu Ser His Cys Ser Asp Pro 

100 105 110 

Leu Ala Asp Asp lie Leu Asp Phe Thr Ala Asp Lys Met Pro Asp Met 
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115 

Phe Val Leu Ala Cys 
130 

Arg Asn Leu Leu Asp 
145 

Val He Gly Leu Asn 
165 

Asp He Lys Lys His 
180 

Ser Leu Val Leu Gly 
195 

Phe Pro Asn Phe Ser 
210 

He Lys Glu Ala He 
225 

Arg Ala Gin Arg Phe 
245 

Val Asn His He Ala 
260 



120 

His Ser Asn Phe Arg Ala 
135 

Val His Ala Lys Glu He 
150 155 
Gly Val Asn Tyr Phe Val 
170 

He Ala His Ala Gin Glu 
185 

Thr Asp Phe Phe Tyr Thr 
200 

Thr Ala Lys Asp His Pro 
215 

Pro He Asp Lys Ala Gin 
230 235 
Leu Asn Arg Val Val Ser 
250 

Phe 



125 

Val Gin Asp He Glu 
140 

Phe Ala Arg Asp Gly 
160 

Gly Ala Ser Leu Glu 
175 

Leu Gly He Leu Asp 
190 

Glu Glu Glu Lys Phe 
205 

Lys Leu His Ala Leu 
220 

Ser Leu Leu Glu Glu 
240 

Ala Gin Lys Lys Val 
255 



(2) INFORMATIONS POUR LA SEQ ID NO: 311: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 281 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 3 15665 3 1 65 07 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 311: 



Val 


Phe 


Ser 


Gin 


Gin 


He 


Glu 


Glu 


Ser 


He 


Lys 


Ala 


Gly 


Gin 


Val 


Phe 


1 








5 










10 










15 




Ala 


Phe 


Pro 


Thr 


Asp 


Thr 


Val 


Tyr 


Gly 


Leu 


Gly 


Val 


Ser 


Phe 


His 


He 








20 










25 










30 






Leu 


Asp 


Ala 


Asp 


Gin 


Arg 


Leu 


Phe 


Ala 


Leu 


Lys 


His 


Arg 


Ser 


Ser 


Gin 






35 










40 










45 








Lys 


Ala 


Leu 


Ser 


Val 


Tyr 


Val 


Ser 


Ser 


Leu 


Glu 


Glu 


Leu 


Glu 


Ala 


Val 




50 










55 










60 










Ala 


Gin 


Gin 


Ser 


Leu 


Gly 


Ala 


Ser 


Ser 


Arg 


Lys 


He 


He 


Gin 


Lys 


Phe 


65 










70 










75 










80 


Leu 


Pro 


Gly 


Pro 


Leu 


Thr 


Leu 


He 


Thr 


Lys 


His 


Asn 


Asn 


Pro 


Arg 


Phe 










85 










so 










95 




Pro 


Gin 


Lys 


Thr 


Leu 


Gly 


Phe 


Arg 


He 


Val 


Asn 


His 


Pro 


He 


Val 


Gin 








100 










105 










110 






Gin 


He 


He 


Gin 


Lys 


Val 


Gly 


Pro 


Phe 


Leu 


Ala 


Thr 


Ser 


Ala 


Asn 


Leu 






115 










120 










125 








Ser 


Gly 


Phe 


Pro 


Ser 


Ala 


Val 


Ser 


Ala 


Asp 


Glu 


Val 


Lys 


Gin 


Asp 


Phe 




130 










135 










140 










Pro 


Glu 


Glu 


Asp 


He 


Val 


Met 


He 


Ser 


Gly 


Glu 


Cys 


Ser 


He 


Gly 


Leu 


145 










150 










155 










160 


Glu 


Ser 


Thr 


Val 


He 


Asp 


Pro 


Glu 


Glu 


Arg 


He 


Val 


Tyr 


Arg 


Glu 


Gly 










165 










170 










175 




Ala 


He 


Ser 


He 


Ala 


Glu 


He 


Glu 


Thr 


Val 


Leu 


Gly 


Ala 


Pro 


Cys 


Ala 



180 185 190 
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Asn Leu Ser Lys Glu Leu Gly Phe Arg Glu Lys lie Gly lie His Val 

195 200 205 

Val Lys Thr Pro Ala Asp Leu Cys Ser Phe Leu Leu Ser Arg Pro His 

210 215 220 

Phe Lys Gly Val lie Cys His Gin Pro His Pro His Thr Phe Tyr Ser 
225 230 235 240 

Val Leu Arg Gin Ala Leu Arg Ser Pro Thr Gin Glu lie lie Phe Val 

245 250 255 

Tyr Asp Leu Cys Asn Thr Glu Tyr Pro lie Leu Ser Arg Phe Leu Gly 

260 265 270 

Val Ser Tyr Asp Ser Gly Tyr Ala Leu 
275 280 



(2) INFORMATIONS POUR LA SEQ ID NO: 312: 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 232 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 1 6529 .. 3 17224 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 312: 

Arg Lys Leu Ala Gly lie Glu Phe lie Glu Cys Pro Gly Asp Pro Glu 

15 10 15 

Ala Pro Val lie lie Phe Cys His Gly Tyr Gly Ala Ser Ala Asp His 

20 25 30 

Leu Thr Phe Phe Pro Thr Met Cys Val Cys Ala Asn Leu Arg Pro Thr 

35 40 45 

Trp Val Phe Pro His Gly lie Glu Gin Leu Pro Tyr Gin Leu Gly Gly 

50 55 60 

Gly Arg Ala Trp Phe Pro Leu Asp Thr Val Leu Phe Glu Lys Leu lie 
65 70 75 80 

Ser Ser Gin Glu lie Thr Pro Asp Thr Asp Arg Leu Tyr Gin Gin Leu 

85 90 95 

Leu Asp Val Asp Phe Glu Lys Pro Lys Gin Ala Leu Glu Gly Leu lie 

100 105 110 

His Glu Leu Glu Arg Asp Arg Ser Glu Val lie lie Gly Gly Phe Ser 

115 - 120 125 

Gin Gly Ala Met Met Thr Thr His Leu Met Leu Ser Ser Arg Leu Pro 

130 135 140 

Tyr Arg Gly Ala Leu lie Cys Ser Gly Ala Ala Val Pro Asn Gin Ser 
145 . 150 155 160 

Trp Glu Glu Asn Ala Ser Leu Cys Gly Lys Thr Pro Tyr He Gin Ser 

165 170 175 

His Gly Tyr Asp Asp Pro He Leu Pro Tyr Phe Leu Gly Glu Arg Leu 

180 185 190 

Tyr Lys Val Leu Thr Ala Ser Leu Lys Gly Glu Met Val Ser Phe His 

195 200 205 

Gly Gly His Glu He Pro Val Val Met Met Gin Lys He Gin Glu Ser 

210 215 220 

He Ala Leu Trp Ser Gin Ser Thr 
225 230 
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(2) INFORMATIONS POUR LA SEQ ID NO : 313: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A.) LONGUEUR: 85 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement < 3 173 3 8 3 17 5 92 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 313: 



Ser 


Arg 


Thr 


Ala 


Arg 


Cys 


He 


Gin 


Arg 


Gly 


Ala 


Leu 


Tyr 


Ala 


Leu 


Val 


1 








5 










10 










15 




Leu 


Glu 


Lys 


Met 


Gin 


Arg 


Phe 


Pro 


Lys 


Glu 


Phe 


Leu 


Lys 


Asp 


Gly 


Val 








20 










25 










30 






Ala 


Lys 


Ser 


Val 


Val 


Ala 


He 


Gin 


Ala 


Gly 


Glu 


Ser 


Leu 


Asp 


Thr 


Gly 






35 










40 










45 








Glu 


Leu 


Ala 


Trp 


Glu 


Glu 


Met 


Pro 


Ser 


He 


Thr 


Ala 


Cys 


Leu 


Gly 


Arg 




50 










55 










60 










Glu 


Gly 


He 


Asp 


Ala 


Gin 


Ala 


Tyr 


Ser 


Phe 


Leu 


Ser 


Val 


Ser 


Pro 


Leu 


65 










70 










75 










80 


Asp 


Ala 


Arg 


He 


Glu 

























85 



(2) INFORMATIONS POUR LA SEQ ID NO : 314: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 324 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 3 1749 9 3 1847 0 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 314: 



Asn 


Ser 


Leu 


Lys 


Lys 


He 


Trp 


Gly 


Asn 


Glu 


He 


Lys 


Glu 


Val 


Lys 


Leu 


1 








5 










10 










15 




Leu 


Lys 


Met 


Val 


Ser 


Phe 


Asp 


Leu 


Asn 


Asp 


Pro 


Val 


Arg 


Asn 


Thr 


Asp 








20 










25 










30 






Asn 


His 


Tyr 


Arg 


Asn 


He 


Asn 


Arg 


Met 


Leu 


Asn 


Ser 


Ala 


Thr 


Cys 


Ala 






35 










40 










45 








Ala 


Gly 


Gly 


He 


Gly 


Leu 


Leu 


Thr 


Pro 


Val 


Val 


Cys 


Ser 


Pro 


Met 


Gly 




50 










55 










60 










Ala 


Phe 


Cys 


Phe 


Ala 


Gin 


Gly 


Pro 


Ser 


Ser 


Ala 


Glu 


Asp 


Leu 


Gly 


His 


65 










70 










75 










80 


Arg 


He 


Gin 


His 


Phe 


Val 


Ala 


Cys 


Leu 


Gly 


Pro 


Ala 


Ala 


Gly 


Phe 


Tyr 










85 










90 










95 




Ser 


Leu 


Ser 


Asn 


Glu 


Arg 


He 


Met 


Phe 


Glu 


Glu 


Ala 


Ala 


Val 


Pro 


Ser 








100 










105 










110 






Val 


Leu 


Glu 


Ala 


Val 


Glu 


Ala 


Thr 


Phe 


Trp 


He 


Ser 


Ala 


Phe 


Ala 


Arg 



115 120 125 



1080 



Leu 


Arg 


Gly 


Asn 


Lys 


Pro 


Ser 


Thr 


Cys 


Asp 


Thr 


val 


Met 


cie c 


Ser 


Cys 




130 










135 










_L f± u 






Ala 


He 


Leu 


lie 


Gly 


Cys 


He 


Ser 


Leu 


Val 


Cys 


Gly 


Ala 


Met 


rfie 


val 


145 






150 










155 










i fin 


Val 


Ser 


Cys 


Ala 


Val 


Lys 


He 


Ser 


Arg 


He 


Val 


Arg 


Thr 


Met 


mr 


vjin 






165 










17 0 










175 




Ala 


His 


Ala 


Leu 


Arg 


Glu 


Thr 


He 


Gin 


Arg 


Gin 


Leu 


TV 1 --. 

Ala 


Ala 


Arg 


Ala 






180 










185 










190 


Ala 


J. Xtr 


Thr 


Asp 


Met 


Arg 


Ser 


Ala 


Tyr 


Ser 


Lys 


Leu 


Lys 


Gly 


lie 


He 




195 










200 










9 n c; 






Lys 


Arg 


Ala 


Leu 


Asn 


Glu 


Val 


Glu 


Arg 


Gly 


His 


Arg 


Lys 


Leu 


Arg 


Asn 


210 










215 










9 o n 






Phe 


Cys 


Met 


He 


Thr 


Ala 


Phe 


Val 


Ala 


Asn 


Ala 


Leu 


He 


Thr 


Leu 


Ala 


225 








230 










one 

23 b 










940 

<6 4 U 


Ala 


Leu 


Leu 


Ala 


Ser 


Ala 


vai 


i ie 


i\ J-cA 


A 1 3 
r\ J_ cX 


Phe 


Phe 


Leu 


Gly Ala 


Ala 






9 A c: 










250 










25b 


He 


Ser 


Ala 


Gly 


Leu 


Ala 


Ser 


Val 


Phe 


Phe 


Gly 


Cys 


Leu 


Trp 


Gly 


Gly 




2 6.0 










265 










270 


He 




Gly 


Ala 


Leu 


Ala 


Val 


Gly 


Val 


Leu 


Val 


Gly 


He 


Val 


Ser 


Gly 


Cys 




275 










280 










285 




Val 


Leu 


Gin 


Arg 


Asn 


Tyr 


Lys 


Val 


Glu 


Leu 


Arg 


Gly 


Val 


Phe 


Ser 


Glu 




290 










295 










300 








Ser 


Phe 


Met 


Arg 


Leu 


Phe 


Leu 


Arg 


Lys 


Cys 


Ser 


Asp 


Ser 


Leu 


Lys 


Asn 


305 








310 










315 










320 


Leu 


Lys 


Met 


Val 



























(2) INFORMATIONS POUR LA SEQ ID NO: 315: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 92 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE.: oui 



(Viii) POSITION DANS LE GENOME: 3 17 59 9 . . 3 17874 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 315: 



35 

Asn Lys Ale 
50 

Val He Hi 
65 



Gin 


He 


Pro 


Glu 


Thr 


Met 


Pro 


Thr 


Lys 


Thr 


Pro 


Thr 


Ala 


5 










10 










15 




Met 


Pro 


Pro 


His 


Lys 


His 


Pro 


Lys 


Lys 


Thr 


Leu 


Ala 


Ser 


20 










25 










30 






Ala 


Ala 


Pro 


Lys 


Lys 
40 


Asn 


Ala 


Ala 


He 


Thr 
45 


Ala 


Glu 


Ala 


Gin 


Lys 


Ala 


Ser 


Val 


Met 


Ser 


Ala 


Phe 


Ala 


Thr 


Lys 


Ala 






55 










60 










Leu 


Phe 


Leu 
70 


Asn 


Phe 


Arg 


Trp 


Pro 
75 


Leu 


Ser 


Thr 


Ser 


Leu 
80 


Met 


Ala 
85 


He 


Met 


Pro 


Leu 


Ser 
90 


Leu 


Glu 











(2) INFORMATIONS POUR LA SEQ ID NO : 316: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 157 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : cui 



(viii) POSITION DANS LE GENOME: complement { 3 18477 3 18947 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 316: 



Leu 


Gly 


Glu 


Thr 


Glu 


Ala 


Ser 


He 


Glu 


Ser 


Lys 


Glu 


He 


Cys 


Gly Gly 


1 








5 










10 










15 




Arg 


Arg 


Ala 


Val 


Met 


Ala 


Cys 


Cys 


Ala 


Cys 


Val 


Tyr 


Gly 


Tyr 


Asp 


Glu 








20 










25 










30 






lie 


Cys 


Cys 


Arg 


Glu 


Glu 


Thr 


Ala 


Glu 


Lys 


Val 


Val 


Ala 


Val 


Ala 


Val 






35 










40 










45 








Asp 


Cys 


Val 


Leu 


Phe 


His 


He 


Ala 


Ala 


Ala 


He 


Thr 


Thr 


Ala 


Val 


Ser 


50 










55 










60 










Ala 


Val 


Trp 


Leu 


Leu 


He 


Arg 


Leu 


He 


Ala 


Cys 


Ala 


He 


His 


Asn 


Tyr 


65 










70 










75 










80 


Cys 


Ser 


Pro 


Ala 


Ser 


Glu 


Arg 


Val 


Asn 


Phe 


Phe 


Pro 


He 


Thr 


GlU 


Ser 








85 










90 










95 




Arg 


Ala 


Glu 


Trp 


Phe 


Ser 


Leu 


He 


Pro 


Val 


Leu 


Gly 


Pro 


Met 


Val 


Val 








100 










105 










110 






Ala 


Ala 


Val 


Val 


Tyr 


Phe 


Lys 


Ala 


Arg 


Glu 


Glu 


Gly 


Tyr 


Gly 


His 


Leu 






115 










120 










125 








Asp 


Ser 


Leu 


Val 


Cys 


Ala 


Met 


Gin 


Ser 


Pro 


Trp 


Met 


Leu 


Leu 


Asp 


Ser 




130 










135 










140 










Leu 


Arg 


Leu 


Asn 


Arg 


Ser 


Glu 


Leu 


Lys 


He 


Val 


Met 


Val 









145 150 155 



(2) INFORMATIONS POUR LA SEQ ID NO: 317: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) . LONGUEUR: 267 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE -GENOME : 3 19342 .. 320142 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 317: 



Met 


Ser 


Arg 


Lys 


Pro 


Ala 


Ser 


Asn 


Ser 


Ser 


Arg 


Asn 


Thr 


Lys 


Arg 


Ser 


1 








5 










10 










15 




Ser 


. Asp 


Thr 


Ser 


Trp 


Glu 


Val 


He 


Ala 


Gin 


Asp 


Tyr 


Asn 


Lys 


Ala 


Val 








20 










25 










30 






Asp 


Arg 


Asp 


Gly 


His 


Phe 


Tyr 


His 


Lys 


Glu 


Val 


He 


Leu 


Pro 


Asn 


Leu 






35 










40 










45 








Leu 


Ser 


Lys 


Leu 


His 


He 


Ser 


Arg 


Ser 


Ser 


Ser 


Leu 


Val 


Asp 


Val 


Gly 




50 










55 










60 










Cys 


Gly 


Gin 


Gly 


lie 


Leu 


Glu 


Lys 


His 


Leu 


Pro 


Lys 


Tyr 


Leu 


Pro 


Tyr 


65 










70 










75 










80 


Leu 


Gly 


He 


Asp 


Leu 


Ser 


Pro 


Ser 


Leu 


Leu 


Arg 


Phe 


Ala 


Lys 


Lys 


Ser 



85 90 95 
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Ala Ser Ser Lys Ser Arg Arg Phe Leu His His Asp Met Thr Gin Pro 

100 105 110 

Val Pro Ala Asp His His Glu Gin Phe Ser His Xaa Thr Ala lie Leu 

115 120 125 

Ser Xaa Gin Xaa Met Glu Ser Pro Glu Gin Ala lie Ala His Thr Ala 

130 135 140 

Asn Leu Leu Ala Pro Gin Gly Arg Leu Phe lie Val Leu Asn His Pro 
145 150 155 160 

Cys Phe Arg lie Pro Arg Leu Ser Ser Trp Leu Tyr Asp Glu Pro Lys 

165 . 170 175 

Lys Leu Leu Ser Arg Lys lie Asp Arg Tyr Leu Ser Pro Val Ala Val 

180 185 190 

Pro lie Val Val His Pro Gly Glu Lys His Ser Glu Thr Thr Tyr Ser 

195 200 205 

Phe His Phe Pro Leu Ser Tyr Trp Val Gin Ala Leu Ser Asn His Asn 

210 215 220 

Leu Leu lie Asp Ser Met Glu Glu Trp lie Ser Pro Lys Lys Ser Ser 
225 230 235 240 

Gly Lys Arg Ala Arg Ala Glu Asn Leu Ser Arg Lys Glu Phe Pro Leu 

245 250 255 

Phe Leu Phe lie Ser Ala Leu Lys lie Ser Lys 
260 265 



(2) INFORMATIONS POUR LA SEQ ID NO : 318: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 318 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 3 20544 3 2 14 97 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 318: 

Phe Leu Cys Leu Leu Leu Gly Arg Tyr Ser Asp Ala Thr lie Phe Arg 

15 10 15 

Ser Gly Leu Asn Lys lie Phe Cys Ser Gly lie Thr Gin Ala Ser Leu 

20 25 30 

Lys Arg Leu lie Ser Tyr Leu Val lie Thr Leu Val Ser Pro Met lie 

35 - 40 45 

Phe lie lie Val Cys Gly Ser Trp He Tyr He Thr Gin He Leu Pro 

50 55 60 

He Asn Tyr Pro Gin Leu Phe Ser Phe Ser His Ser Met Ala Phe He 
65 70 75 80 

Tyr He Val Ser Arg Leu Leu Pro Tyr Ala Leu Leu Tyr Gly He Leu 

85 .90 95 

Phe Cys Cys Tyr Ala Phe Leu Ser Arg Val Pro Thr Lys Lys Ser Ala 

100 105 HO 

Ala Phe Phe Ala Ala Thr He Ala Gly Ser Ala Trp He Leu Ser Gin 

115 120 125 

Lys He Phe Phe Cys Leu Gin Leu His Leu Phe Asn Tyr Ser Phe Thr 

130 135 140 

Tyr Gly Ala Leu Val Ala Leu Pro Ser Phe Leu Leu Leu Leu Tyr Leu 
145 150 155 160 

Tyr Ala He He Tyr Leu Phe Gly Gly Ala Leu Thr Phe Leu Phe Gin 
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165 170 175 

Asn Lys Gly Phe Ser lie Leu lie Pro Lys Glu Glu lie Phe Pro Ser 

180 185 190 

Ser Tyr Phe Lys Phe lie Leu Cys Val Tyr Val Leu Ser Leu lie Thr 

195 200 205 

Glu His Phe Asp Asn Ala Leu Pro Pro Pro Ser Ala Asn Tyr Leu Ala 

210 215 220 

Asn Lys Ala Lys Ala Ser lie Gly Glu Thr Ser Gin Cys Leu Asp He 
225 230 235 240 

Leu Glu Arg Glu Gly Met He Leu Lys Tyr Lys Glu Gly Tyr Lys Pro 

245 250 255 

Ser His Asn He Ala Asn Leu His He Asn Thr He Phe Asp Gin Leu 

260 265 270 

Thr Lys Ser Pro Ala Phe Ser Lys He Cys Ser Pro Ser Leu He Pro 

275 280 285 

He Gin Asp Ala Leu Thr His lie Leu Thr Glu He Lys Lys Asn Ser 

290 295 300 

His Asn Leu Ser Leu Ser Glu He Ala Lys Lys Val Asn Ser 
305 310 315 



(2) INFORMATIONS POUR LA SEQ ID NO: 319: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 151 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME: 321485 321937 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 319: 

Lys Ser Glu Phe Met Lys Arg Ser Pro Trp Tyr Lys He Phe Gly Tyr 

15 10 15 

Tyr Leu Leu Val Gly Val Pro Leu Ala Leu Leu Ala Leu Leu Pro Lys 

20 25 30 

Phe Leu Ser Ser Glu Ser Gly Lys Tyr Leu Phe Leu Ser Val Leu Asn 

35 40 45 

Lys Glu Thr Gly Leu Gin Cys Glu He Glu Gin Leu His Leu Ser Trp 

50 55 60 

Phe Gly Ser Gin Thr Ala Lys Lys He Arg He Arg Gly He Asp Ser 
65 70 75 80 

Glu Ser Glu He Phe Ala Ala Glu Lys He He Val Lys Gly Ser Leu 

85 90 95 

Pro Arg Leu Leu Leu Tyr Arg Phe Pro Lys Ala Leu Thr Leu Thr Gly 

100 105 • 110 

Trp Ser Leu Gin lie Asp Glu Ser Leu Ser Met Asn Ser Pro Ser Leu 

115 120 125 

Tyr His Leu Asp Pro Gly Val Leu Leu Ser Lys He Glu Arg Arg Leu 

130 135 140 

Ser Leu Gin Asn Leu Asp Pro 
145 150 



(2) INFORMATIONS POUR LA SEQ ID NO : 320: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 154 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME :. 3 2 1 9 01 3223 62 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 320: 

Asn Arg Ala Gin Val lie Thr Ser Glu Leu Gly Ser lie Thr Met Lys 

1 5 10 15 

Thr lie Asn Gly Ser Thr Leu Ser Val Ser Gly Phe Tyr Val Lys Lys 

20 25 30 

Thr Ala Glu Gin Leu Leu lie Arg Ala Leu Thr Lys Glu Asn Asp Val 

35 40 . . 45 

Pro Gly Ser Val Ala Val Glu Gly Ala Leu Ser Pro Asn Phe Val Leu 

50 55 60 

Asn Val Glu Leu Ser Ser Val Pro Ala Ser Leu Phe Lys Leu Phe lie 
65 . 70 75 80 

Ala Ser Pro Ser Leu Asp Arg lie Leu Ser Thr Glu Asn Leu lie Asn 

85 90 95 

Leu Thr Ala Lys Ala His Gin Glu Lys Asp Ser Thr Leu lie Thr Leu 

100 105 110 

Thr Ala Glu Gly Asn Gin lie Ser Ala Lys Leu Arg Gly Tyr Val Arg 

115 120 125 

Asp Arg Val Phe Leu lie Thr Gin Gly Gly Ala Ser Phe Cys Ala Leu 

130 135 140 

Thr Ala Tyr Asn Asn Phe Ser Asn Ser Leu 
145 150 



(2) INFORMATIONS POUR LA SEQ ID NO : 321: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 280 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION :'■ lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 3223 01 323 140 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 321: 

Ser His Lys Ala Glu Pro Pro Ser Val Leu Leu Gin Pro Thr lie Thr 

1 -5 10 15 

Ser Arg lie Leu Ser Glu Leu Ser Pro Leu Asp Thr Pro lie Arg Ser 

20 25 30 

Gin Glu Ala Tyr Leu Phe lie Ser Glu Ala Lys Leu Pro Leu Ser lie 

35 40 45 

Ser Lys Trp Ser Ala Ser Asp Phe Ser Leu Gin Ala Asn Leu Pro Gin 

50 55 60 

lie Ser Val Asp Thr Leu Asp Pro Asn Leu Ser lie Arg Thr Glu Asn 
65 70 75 80 

Thr Lys lie Ser lie Arg Lys Ser Asp His Leu Thr Val Met Arg Ser 
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85 










o n 
y u 










y o 




Ser 


Ser 


Ser 


Ala 


lie 


Leu 


Gly 


Gly 


Ala 


Ser 


Pro 


Ser 


Tyr 


lie 


HIS 


Ser 








100 










lUb 










inn 

1 1 U 






Thr 


Leu 


Ser 


Met 


Asp 


Asn 


His 


Lys 


His 


vai 


Ala 


/"•Tit 
bill 


T) Vv n 


MIS 


lie 


o_i_n 






115 










.120 










1 TC 

iZ D 








His 


Ser 


Leu 


Leu 


Pro 


His 


Thr 


Tyr 


Leu 


Arg 


7\ "1 — , 

Ala 


Leu 


Leu 


Pro 


Lys 


Pro 




130 










135 










i a n 

1 4t u 










lie 


GlU 


lie 


Asn 


Thr 


Pro 


Leu 


GlU 


vai 


Pro 


Tyr 


Tyr 


inr 


Leu 


Asp 


lie 


145 










150 










LOO 










1 n 

1DU 


Lys 


Gly 


Lys 


Tyr 


Arg 


Asn 


Thr 


Gin 


Leu 


Ser 


Cys 


J.U. 




Leu 


lieu 


Asp 






165 










1. 1 u 










-L / — > 




Asn 


Pro 


Leu 


Leu 


Arg 


Leu 


Ser 


Cys 


Asn 


Leu 


Ser 


Cjiy 


Pro 


Leu 


Tyr 


/\ J. d 








180 










lob 










i on 






Leu 


Gin 


Phe 


Ser 


Gly 


Glu 


Gly Ala 


iyr 




Leu 


Ser 


V3 J. \JL 


Arg 




Lys 






x y -> 










200 










205 








Glu 


Arg 


Leu 


Ala 


Pro 


His 


Phe 


Leu 


Gin 


lie 


Gin 


Ala 


He 


Phe 


Ser 


Gly 




210 










215 










220 










Lys 


Met 


His 


Phe 


Ser 


Gin 


Lys 


His 


Val 


Phe 


Phe 


Pro 


Lys 


Leu 


Ser 


Gly 


225 










230 










235 










240 


Lys 


Leu 


lie 


Ala 


Gly 


Asp 


Asn 


Glu 


lie 


Phe 


lie 


His 


Gly 


Lys 


Cys 


Gly 








245 










250 










255 




Arg 


Ala 


Ser 


Glu 


Glu 


Met 


Lys 


Pro 


Ser 


Asn 


Ser 


Ser 


Leu 


Leu 


Val 


Tyr 






260 










265 










270 






Gly 


Asn 


Thr 


Leu 


Leu 


Ser 


Ser 


Phe 



















275 280 



(2) INFORMATIONS POUR LA SEQ ID NO: 322: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 590 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 323 144 3249 13 



(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 322: 



He 


Tyr 


Tyr 


Pro 


Pro 


Lys 


Phe 


Ala 


Pro 


Leu 


Gin 


Met 


Thr 


Xaa 


Ser 


Ser 


1 




5 










10 










15 




Phe 


Ser 


Leu 


His 


Ser 


Asp 


Gly 


Gly 


Lys 


Ala 


Leu 


Leu 


Lys 


Gly 


Asn 


Val 








20 










25 










30 






Lys 


Leu 


Phe 


He 


Thr 


Asp 


Pro 


GlU 


Ser 


Pro 


His 


Xaa 


Glu 


Xaa 


Thr 


Lys 




35 










40 










45 








He 


Leu 


He 


Pro 


ASp 


He 


Val 


He 


Xaa 


Ser 


Leu 


Asp 


Pro 


Ser 


Ala 


Pro 




50 










55 










60 










Trp 


Thr 


Ala 


Asp 


Asn 


Xaa 


Ser 


Val 


Gin 


Ala 


Ser 


Gly 


Glu 


Leu 


Leu 


Gin 


65 








70 










75 










80 


Leu 


Pro 


Val 


Asp 


Arg 


Leu 


He 


Arg 


Leu 


Gin 


His 


Lys 


Asp 


Leu 


Ser 


Leu 










85 










90 










95 




Ser 


Arg 


Tyr 


He 


Gly 


Glu 


Thr 


Ser 


Glu 


Ala 


Ser 


Phe 


Gin 


Leu 


Leu 


Tyr 






100 










105 










110 






Ser 


Pro 


Asp 


Lys 


Glu 


Glu 


Thr 


Val 


Asp 


He 


Ser 


Ser 


Arg 


Phe 


Lys 


Thr 






115 










120 










125 








Asp 


Ala 


Leu 


Thr 


Gly 


Asp 


Phe 


Arg 


Phe 


Val 


Met 


Asn 


Lys 


Glu 


Leu 


Ser 



130 135 140 
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Leu Thr Glu Lys Ala His Gly Ser Leu Gin Trp Glu lie Ser Pro Glu 
145 150 155 160 

Arg Tyr Ser Ser Phe Phe Glu Lys Ala Ser Cys Pro Pro Ser Cys lie 

165 170 175 

Leu His Arg Pro Thr Thr Phe Arg Leu Asp Leu Ser Lys lie Ser Cys 

180 185 190 

Leu Asp Lys Lys Thr Gly Tyr Ser Cys Leu Ser Leu Leu Ser Gin Gly 

195 200 205 

Gly lie Glu Gly Lys Leu Ser Ser Thr Pro Leu Val Phe Tyr Asp His 

210 215 220 

Leu Ser Lys Glu Asn Phe lie Val Asn Asn lie Gly Gly Ser Val Tyr 
225 230 235 240 

Ala Gin Asn Val Asn Asp Leu lie Gin Tyr Gin Leu Asn Gly Asn Cys 

245 250 255 

Leu Ala Pro Asn Gin Asp Asn Lys Thr Pro Val Ser Phe lie lie Glu 

260 265 270 

Gly Glu Ala Arg Asn lie Phe Ser Asp Glu Thr Arg Ala Cys Ser Gin 

275 280 285 

Thr Ala Thr Trp Val Asn lie Pro Thr Ser Phe lie Thr Gly lie Phe 

290 295 300 

Pro lie Ser Pro Gly Val Arg Ser Lys Leu Thr Ser Leu Ala Gly Pro 
305 310 315 320 

Lys He His Val Ser lie His Asn Asp Phe Ser Arg Gly Glu Gly Pro 

325 330 335 

Val Thr He Lys Val Asp Ser Glu Asn Leu Thr Ala Tyr Phe Pro Leu 

340 345 350 

Val Leu Thr Glu Gin Ala He Leu Leu Glu Asp Asp Leu Thr Ala Ser 

355 360 365 

Leu His He Asn Glu Glu He Asn Lys Ala Phe Leu Arg Glu Phe Asn 

370 375 380 

Pro Leu He Ala Glu Gly Gly Ala Tyr Ser Lys His Pro Val Ser Leu 
385 390 395 400 

Arg Val Asn Lys Gin Asn Phe Tyr Leu Pro He Lys Pro Tyr Ser Phe 

405 410 415 

Glu Asn Phe Arg He Gin Ser Ala Ser Leu Asp Phe Gly Lys He Glu 

420 425 430 

He Ala Asn Thr Gly Thr Met Gin Asp Leu Phe Gin Phe Leu Asp Val 

435 440 445 

Glu Ala Glu Gin Gin Arg Val Glu Ser Trp Phe Thr Pro He Phe Phe 

450 455 460 

Ser Val Gin Lys Gly Gin He He Cys Lys Arg Phe Asp Ala Leu He 
465 470 475 480 

Asp Gly Arg He Arg Leu Ala Leu Trp Gly Lys Thr Asp He Val Arg 

485 - 490 495 

Glu Arg Leu Ala Met Thr Leu Gly He Asp Pro Glu Leu He Lys Lys 

500 505 510 

Leu Phe Arg Asn Thr Met Leu Lys Thr Lys Asn Phe Phe Leu He Lys 

515 520 525 

He Arg Gly Pro He Ser Ser Pro Glu He Asp Trp Ser Ser Ala Tyr 

530 535 540 

Ala Arg He Ala Leu Leu Lys Ser Tyr Thr He Ala Gly Pro Leu Asn 
545 550 555 560 

Ser Leu Ala Asp Lys Leu Phe Ser Ser Leu Gly Glu Pro Thr Pro Thr 

565 570 575 

Gin Thr Val Ser Pro Leu Pro Trp Glu Val Ser Glu Thr Glu 
580 585 590 



(2) INFORMATIONS POUR LA SEQ ID NO: 323: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 215 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 3 24 977 3 2 5 621 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 323: 



Met 


Thr 


Val 


GlU 


Val 


Lys 


Asp 


Leu 


Thr 


Val 


Ala 


Val 


Lys 


Gly 


Lys 


Glu 


1 








5 










J. u 










15 




lie 


Leu 


Ser 


Asn 
z u 


Val 


Ser 


Fne 


Ser 


Leu 


val 


XT L. <J 


oiy 


Arg 


He 
3 0 


Thr 


Leu 


Phe 


He 


Gly 
j b 


Arg 


Ser 


Gly 


Ser 


Gly 


Lys 


Thr 


Thr 


He 


Leu 
45 


Arg 


Ser 


Leu 


Val 


Gly 
50 


Leu 


Thr 


Pro 


He 


Ser 
55 


Ser 


Gly 


Ser 


He 


Ser 
60 


Val 


Val 


Gly 


Asp 


Pro 


Pro 


Gly 


Phe 


Val 


Phe 


Gin 


Gin 


Pro 


Glu 


Leu 


Phe 


Pro 


His 


Met 


Thr 


65 








70 










75 










80 


Val 


Leu 


Asp 


Asn 


Cys 


Ala 


His 


Pro 


Gin 


Met 


He 


Val 


Lys 


Lys 


Arg 


Gly 








85 










90 










95 




Glu 


Arg 


Glu 


Ala 


Lys 


Asp 


Lys 


Ala 


Leu 


Asp 


Leu 


Leu 


Gly 


Met 


Leu 


Glu 






100 










105 










110 






Leu 


Arg 


Glu 


Tyr 


Ala 


Ser 


Ser 


Tyr 


Pro 


His 


Gin 


Leu 


Ser 


Gly 


Gly 


Gin 




115 










120 










125 








Arg 


Gin 


Arg 


Val 


Ala 


He 


Ala 


Arg 


Ala 


Leu 


Ala 


Leu 


Asp 


Met 


Arg 


Ala 


130 










135 










140 










He 


Leu 


Phe 


Asp 


Glu 


Pro 


Thr 


Ser 


Ala 


Leu 


Asp 


Pro 


Phe 


Ser 


Ala 


Ser 


145 








150 










155 










160 


Lys 


Phe 


Leu 


.-Gin 


lie 


Val 


Leu 


Ser 


Leu 


Lys 


Glu 


Gin 


Gly 


Met 


Thr 


He 








165 










170 










175 




Ala 


He 


Ser 


Thr 
180 


His 


Asp 


Met 


Leu 


Phe 
135 


He 


Asn 


Gin 


Cys 


Leu 
190 


Asp 


Arg 


Val 


Tyr 


Leu 


Val 


Asp 


Lys 


Gly 


Gin 


He 


He 


Asp 


Ala 


Tyr 


Asp 


Ser 


Leu 




195 










200 










205 








His 


Asp 
210 


Asp 


Pro 


Gin 


Gly 


Lys 
215 





















(2) INFORMATIONS POUR LA. SEQ ID NO: 324: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 216 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (325621 326268 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 324: 

Gly He Val Glu His Tyr Leu Leu Thr Ala Lys Leu Leu Leu Arg Gly 
15 10 15 
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Cys Gly Tyr Thr Leu Leu lie Thr Ala lie Ser Leu Val Cys Gly Phe 

20 25 30 

Val Leu Gly Trp Gly lie Gly Thr Val Asn Ser Arg Tyr Phe Pro Cys 

35 40 45 

Arg lie Ser Lys Phe Leu Gly Asn Phe Tyr Val Val Ala Val Arg Gly 

50 55 60 

Thr Pro Leu Phe lie Gin lie Leu lie Val Tyr Phe Gly Leu Pro Ser 
65 70 75 80 

Leu lie Lys Val Asn Leu Ser Pro Leu Val Ala Gly Leu lie Ala Leu 

85 . 90 95 

Thr Leu Asn Ser Ala Ala Tyr Leu Ala Glu Asn Val Arg Ala Gly lie 

.100 105 110 

Asn Ala Leu Pro Val Gin Gin Trp Glu Ala Ala Lys Val Leu Gly Tyr 

115 120 125 

Thr Gly Pro Gin lie Phe Leu His lie Leu Tyr Pro Gin Val Phe Lys 

130 135 140 

Asn lie Leu Pro Ser Leu Ala Asn Glu Phe Val Ser Leu lie Lys Glu 
145 150 155 160 

Ser Ser lie Leu Met Val Val Gly Val Pro Glu Leu Thr Lys Val Thr 

165 170 175 

Lys Asp lie Val Ala Arg Glu Leu Asn Pro Met Glu Met Tyr Leu lie 

180 185 190 

Cys Ala Gly Leu Tyr Leu lie Met Thr Ser Ala Phe Ser Tyr Phe Ala 

195 200 205 

Arg Leu Ser Glu Lys Glu Ser Ala 
210 215 



(2) INFORMATIONS POUR LA SEQ ID NO: 325: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 245 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE r oui 



(Viii) POSITION DANS LE GENOME: 326469 .. 327203 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 325: 

Met Asp Arg Ser Pro Leu Phe Leu lie lie Met Gly Ala Pro Gly Ser 

1 5 _ 10 15 

Gly Lys Gly Thr Gin Ser Lys Leu Leu Ala Ser Gin Leu Ser Leu Leu 

20 25 30 

His lie Ser Ser Gly Asp Leu Leu Arg Gly Ala Val Ser Lys Asp Thr 

35 40 45 

Pro Leu Ser Gin Glu lie Lys Ser Tyr Leu Asp Gin Gly Lys Leu Leu 

50 55 60 

Pro Asp Thr Leu Val Trp Lys Leu Val His Glu Lys Leu Asp Glu Phe 
65 70 75 80 

Gin Gin Asp Thr Leu Leu Arg Arg Leu Ser Phe Leu Ser Arg Ser Glu 

85 90 95 

Asn Ser Ala lie Leu Asp Gly Phe Pro Arg Thr Val Thr Gin Ala Lys 

100 105 110 

Leu Leu His Glu Phe Leu Ser Ser Tyr Phe Pro Asn Tyr Lys Val lie 

115 120 125 

Leu Leu Asp lie Ser Asp Glu Glu Val Leu Asn Arg Leu Thr Ser Arg 
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13 0 




















14 0 










Tyr 


lie 


Cys 


Pro 


Ala 


Cys 


bin 


xy 


lie 


ryr 


Asn 






Gin 


Gly 


Phe 


145 








lbU 










1 

Jl Z3 ZD 










16 0 


Ser 


Ser 


Cys 


Pro 


Lys 


r cz 


O JL 


Val 


Glu 


Leu 


He 


Arg 


Arg 


Ser 


Asp 


Asp 








165 










170 










175 




Thr 


Leu 


Glu 


Val 


He 


Leu 


Asp 


Arg 


He 


Gin 


Thr 


Tyr 


Lys 


Gin 


Glu 


Thr 








180 










185 










190 






Gin 


Pro 


Val 


Leu 


Asp 


Tyr 


Tyr 


Thr 


Glu 


Lys 


Gin 


Lys 


Leu 


He 


Thr 


He 






195 










200 










205 








Asp 


Ala 


Asn 


Ala 


Pro 


Thr 


Gin 


Gin 


Val 


Phe 


Gin 


Ser 


He 


Leu 


Asp 


Ser 


210 










215 










220 










Leu 


Ser 


Ala 


Ser 


Leu 


Val 


Tyr 


Gin 


Glu 


Arg 


Asp 


Cys 


Cys 


Asn 


Cys 


Asp 


225 










230 










235 










240 


Cys 


Asp 


Asp 


Glu 


Asp 

























245 



(2) INFORMATIONS POUR LA SEQ ID NO : 32 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 290 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 327281 328150 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 326: 



Cys 


Leu 


Tyr 


Arg 


Gly 


Ser 


Pro 


Met 


Pro 


His 


Gin 


Val 


Leu 


Leu 


Ser 


Pro 


1 








5 - 










10 










15 




Val 


Cys 


Asp 


Leu 


Leu 


Ser 


Asn 


Ala 


Glu 


Gly 


He 


Glu 


Thr 


Gin 


Val 


Leu 




20 










25 










30 






Phe 


Gly- 


Glu 


Arg 


He 


Cys 


Asn 


His 


Asn 


His 


Arg 


His 


Tyr 


Ala 


Tyr 


Ser 




35 










40 










45 








Gin 


Leu 
50 


Val 


Phe 


Ser 


Ser 


He 
55 


Trp 


Lys 


Pro 


Tyr 


Pro 
60 


Gly 


Asp 


Ser 


Leu 


Gin 


Asn 


Ha 


Pro 


Leu 


Phe 


Ser 


Ser 


Gin 


Leu 


Gin 


Pro 


Pro 


Asn 


Ala 


Val 


65 










70 










75 










80 


Val 


Cys 


Ser 


Gin 


Glu 


Ala 


Phe 


Leu 


Asp 


Pro 


Trp 


His 


He 


Pro 


Leu 


Pro 








85 










90 










95 




Phe 


Ala 


Ala 


Pro 
100 


Leu 


His 


He 


Asp 


Asn 
105 


Gin 


Asn 


Gin 


Val 


Ser 
110 


Leu 


Ser 


Pro 


Ala 


Ser 
115 


He 


Ala 


Leu 


Leu 


Asn 
120 


Ser 


Asn 


Ser 


Arg 


Ser 
125 


Asn 


Tyr 


Ala 


Lys 


Ala 


Phe 


Cys 


Ser 


Thr 


Lys 


Glu 


He 


Arg 


Phe 


Leu 


Asn 


Ser 


Ser 


Phe 


130 










135 










140 










Ser 


Leu 


Arg 


Asp 


Leu 


Val 


Ser 


Phe 


Ala 


GlU 


Gin 


Leu 


He 


Asp 


Thr 


Pro 


145 










150 










155 










160 


Tyr 


Val 


Trp 


Gly 


Gly 


Arg 


Cys 


He 


His 


Lys 


Gin 


Leu 


Pro 


Arg 


Asn 


Gly 








165 










170 










175 




Val 


Asp 


Cys 


Ser 
180 


Gly 


Tyr 


He 


Gin 


Leu 
185 


Leu 


Tyr 


Gin 


Val 


Thr 
190 


Gly 


Arg 


Asn 


He 


Pro 
195 


Arg 


Asn 


Ala 


Arg 


Asp 
200 


Gin 


Tyr 


Arg 


Asp 


Cys 
205 


Ser 


Pro 


Val 


Lys 


Asp 
210 


Phe 


Ser 


Ser 


Leu 


Pro 
215 


He 


Gly 


Gly 


Leu 


He 
220 


Phe 


Leu 


Lys 


Lys 
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Ala Ser Thr Gly Gin He Asn His 
225 230 
Glu Phe He His Ala Ala Glu Lys 
245 

Leu Gly Asn Arg Ala Phe Phe Lys 
260 

Glu Pro Pro He Glu Ala Val Phe 
275 280 

Phe Phe 
290 



Val Met Met Lys He Ser Glu His 
235 240 
He Gly Lys Val Glu Lys Val He 

250 255 
Gly Asn Leu Phe Cys Ser Leu Gly 
265 270 
Gly Val Pro Lys Asn Arg Lys Ala 
285 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 27: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 4 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 282 04 3 28605 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 327: 



Phe 


Val 


Thr 


Lys 


Asn 


Met 


He 


Gin 


Glu 


Ser 


Val 


Ala 


Thr 


Gly 


Arg 


Arg 


1 








5 










10 










15 




Lys 


Gin 


Ala 


Val 


Ser 


Ser 


Val 


Arg 


Leu 


Arg 


Ser 


Gly 


Asn 


Gly 


Lys 


He 








20 










25 










30 






Asp 


Val 


Asn 


Gly 


Lys 


Thr 


Leu 


Glu 


Gin 


Tyr 


Phe 


Pro 


Leu 


Glu 


Val 


Gin 






35 










40 










45 








Arg 


Ala 


Thr 


He 


Leu 


Ala 


Pro 


Leu 


Arg 


Met 


Leu 


Gly 


Asp 


Val 


Asn 


Ser 




50 










55 










60 










Phe 


Asp 


Leu 


He 


He 


Arg 


Val 


Ser 


Gly 


Gly 


Gly 


Val 


Gin 


Gly 


Gin 


Val 


65 










70 










75 










80 


He 


Ala 


Thr 


Arg 


Leu 


Gly 


Leu 


Ala 


Arg 


Ala 


Val 


Leu 


Gin 


Glu 


Lys 


Glu 










85 










90 










95 




Asp 


He 


Lys 


Gin 


Glu 


Leu 


Lys 


Ala 


Gin 


Gly 


Phe 


Leu 


Thr 


Arg 


Asp 


Pro 








100 










105 










110 






Arg 


Lys 


Lys 


Glu 


Arg 


Lys 


Lys 


Tyr 


Gly 


Arg 


Lys 


Lys 


Ala 


Arg 


Lys 


Ser 






115 










120 










125 








Phe 


Gin 


Phe 


Ser 


Lys 


Arg 























130 



(2) INFORMATIONS POUR LA SEQ ID NO: 328: 

<i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 104 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 3 2873 4 . 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 328: 



.329045) 
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Lys 


Thr 


Thr 


Leu 


Ala 


Lys 


Ala 


Ser 


Asp 


Asp 


Arg 


Asn 




ni a 

r\ JL d 


j. l. y 




1 








b 




















15 


Val 


Vdl 


Val 


Asn 




Glu 


Glv 


Lys 


Thr 


Leu 


Gly 


Arg 


Leu 


Ser 


Ser 


Glu 








20 










25 










30 






Ala 


Lys 


He 


Leu 


Arg 


Gly 


Lys 


His 


Lys 


Val 


Thr 


Phe 


Thr 


Pro 


His 


Val 




35 










40 










45 








Ala 


Met 


Gly 


Asp 


Gly 


Val 


He 


Val 


He 


Asn 


Ala 


Glu 


Lys 


Val 


Arg 


Leu 




50 








55 










60 










Thr 


Gly 


Ala 


Lys 


Arg 


Ala 


Gin 


Lys 


Val 


Tyr 


His 


Tyr 


Tyr 


Thr 


Gly 


Phe 


65 








70 










75 










80 


He 


Ser 


Gly 


Met 


Arg 


Glu 


Val 


Pro 


Phe 


Glu 


Asn 


Met 


He 


Ala 


Arg 


Asn 








85 - 










90 










95 




Cys 


Leu 


Cys 


Tyr 


Arg 


Ala 


Cys 


Cys 



















100 



(2) INFORMATIONS POUR LA SEQ ID NO: 329: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 124 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 329292 3 29 663 ) 



(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 329: 



Phe 


Asn 


Ala 


Glu 


Ser 


Met 


Gin 


Arg 


He 


Gin 


Val 


He 


Thr 


Phe 


Thr 


Pro 


1 








5 










10. 










15 




Ser 


Pro 


Gly 


Arg 


Leu 


Asp 


Tyr 


Tyr 


Leu 


Pro 


Pro 


Ala 


Gly 


Pro 


Ala 


Val 








20 










25 










30 






Arg 


Val 


Asp 


Gly 


Ala 


Cys 


Tyr 


Ser 


Gly 


Tyr 


Ala 


He 


Pro 


Pro 


Tyr 


Tyr 




35 










40 










45 








Asp 


Ser 


Met 


He 


Ala 


Lys 


Val 


He 


Thr 


Lys 


Gly 


Lys 


Asn 


Arg 


Glu 


Glu 


50 










55 










60 










Ala 


He 


Ala 


He 


Met 


Lys 


Arg 


Ala 


Leu 


Lys 


GlU 


Phe 


His 


He 


Gly 


Gly 


65 










70 










75 










80 


Val 


His 


Ser 


Thr 


He 


Pro 


Phe 


His 


Gin 


Phe 


Met 


Leu 


Asp 


Asn 


Pro 


Lys 










85 










90 










95 




Phe 


Leu 


Leu 


Ser 


Asp 


Tyr 


Asp 


He 


Asn 


Tyr 


Val 


Asp 


Gin 


Leu 


Leu 


Ala 








100 










105 










110 






Ser 


Gly 


Ser 


Thr 


Phe 


Leu 


Asn 


Leu 


Ala 


Asp 


Gly 


Ser 











115 120 



(2) INFORMATIONS POUR LA SEQ ID NO: 33 0: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 53 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: complement ( 3 29 608 .. 3 3 0666 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 330: 

Leu Met Lys Glu Val Leu He Ala Asn Arg Gly Glu He Ala Val Arg 

1-5 1° 15 , 

lie He Arg Ala Cys His Asp Leu Gly Leu Ala Thr Val Ala Val Tyr 

20 25 30 

Ser Met Ala Asp Gin Glu Ala Leu His Val Leu Leu Ala Asp Glu Ala 

35 40 45 

Val Cys He Gly Glu Ala Gin Ala Ala Lys Ser Tyr Leu Lys He Ala 

50 55 -60 

Asn lie Leu Ala Ala Cys Glu He Thr Gly Ala Asp Ala Val His Pro 
65 7.0 ' 75 H , 

Glv Tyr Gly Phe Leu Ser Glu Asn Ala Asn Phe Ala Ser He Cys Glu 

85 9° 95 

Ser Cys Glv Leu Thr Phe He Gly Pro Ser Ala Glu Ser He Ala Thr 

" 100 105 HO 

Met Gly Asp Lys Val Ala Ala Lys Gin Leu Ala Lys Lys He Lys Cys 

115 120 125 

Pro Val He Pro Gly Ser Glu Gly Val Val Lys Asp Glu Val Glu Gly 

130 135 I 40 

He Arg He Ala Glu Lys He Gly Phe Pro He Val He Lys Ala Val 

150 155 1 o u 

HI Gly Gly Gly Gly Arg Gly lie Arg He Val Arg Glu Lys Asp Glu 

165 I 70 175 ^ 

Phe Tyr Arg Ala Phe Thr Ala Ala Arg Ala Glu Ala Glu Ala Gly Phe 

Asn Asn Pro Asp Val Tyr He Glu Lys Phe He Glu Asn Pro Arg His 

195 200 205 

Leu Glu Val Gin Val He Gly Asp Lys His Gly Asn Tyr Val Tyr Leu 

210 215 220 

Gly Glu Arg Asp Cys Thr Val Gin Arg Arg Arg Gin Lys Leu He Glu 

230 235 2.^±\j 

Glu Thr Pro Ser Pro He Leu Thr Pro Glu Met Gin Ala Lys Val Gly 

245 250 255 

Lys Val Ala Val Asp Leu Ala Arg Ser Ala Gly Tyr Phe Ser Val Gly 

260 265 270 

Thr Val Glu Phe Leu Leu Asp Lys Glu Lys Arg Phe Tyr Phe Met Glu 

275 280 285 

Met Asn Thr Arg He Gin Val Glu His Thr He Thr Glu Glu Val Thr 

290 295 300 

Gly lie Asp Leu Leu Lys Ala Gin He Ser Val Ala Lys Gly Glu Lys 

310 315 jzU 

Leu Pro Trp Lys Gin Lys Asn lie Glu Phe Lys Gly His Val He Gin 

325 330 3 

Cys Arg He Asn Ala Glu Asp Pro Ser Asn Asn Phe Tyr Ser Phe Pro 
340 3 45 3 ^0 

Trp 



(2) INFORMATIONS POUR LA SEQ ID NO: 331: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 164 acides amines 

(B) TYPE: acide amine 

( D ) C ONF I GURATI ON : 1 inea i r e 
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(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement { 3 3 0 67 0 . . 3 3 1 1 6 1 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 331: 



Met 


Asp 


Leu 


Lys 


<j in 


Tie* 
1 -L fc= 


VjIU 


Lys 


Leu 


i. J fc- i— 


I le 


Ala 


Met 


Gly 


Arg 


Asn 


1 








_> 










1 0 

1 \J 










15 




Lys 


Met 


Lys 


Arg 


lie 


Val 


lie 


Lys 


Arg 


ol Li. 


v5 x y 


Leu 


Glu 


Leu 


Glu 


Leu 
















25 










30 








A v- c~r 

r\ i. ; y 


Asp 


Thr 


Val 


Pro 


Ser 


He 


Gin 


Glu 


Pro 


Val 


Phe 


TVr 


Asp 


Asn 






35 










40 










45 








Arg 


Leu 


Phe 


Ala 


Gly 


Phe 


Ser 


Gin 


Glu 


Arg 


Pro 


He 


Pro 


Thr 


Asp 


Gin 




50 










55 










60 










Asn 


Leu 


Gly 


Asn 


Pro 


He 


Val 


Lys 


Glu 


Ser 


He 


Glu 


Lys 


Lys 


Glu 


Ser 


65 










70 










75 










80 


Glu 


Ala 


Pro 


Ala 


Gin 


Gly 


Asp 


Phe 


He 


Val 


Ser 


Pro 


Leu 


Val 


Gly 


Thr 










85 










90 










95 




Phe 


Tyr 


Gly 


Ser 


Pro 


Ser 


Pro 


Glu 


Ala 


Pro 


Ala 


Phe 


He 


Lys 


Pro 


Gly 






100 










105 










110 






Asp 


Thr 


Val 


Ser 


Glu 


Asp 


Thr 


Val 


Val 


Cys 


He 


Val 


Glu 


Ala 


Met 


Lys 




115 










120 










125 








Val 


Met 


Asn 


Glu 


Val 


Lys 


Ala 


Gly 


Met 


Ser 


Gly 


Arg 


Val 


Glu 


Glu 


He 




130 










135 










140 










Leu 


He 


Thr 


Asn 


Gly 


Asp 


Pro 


Val 


Gin 


Phe 


Gly 


Ser 


Lys 


Leu 


Phe 


Arg 


145 










150 










155 










160 


lie 


Val 


Lys 


Ala 



























(2) INFORMATIONS POUR LA SEQ ID NO: 332: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 185 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 3 3 1 177 3 3 17 3 1 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 332: 



Met 


Val 


Leu 


Ser 


Ser 


Gin 


Leu 


Ser 


Val 


Gly 


Met 


Phe 


He 


Ser 


Thr 


Lys 


1 








5 










10 










15 




Asp 


Gly 


Leu 


Tyr 


Lys 


Val 


Val 


Ser 


Val 


Ser 


Lys 


Val 


Ser 


Gly 


Asn 


Lys 








20 










25 










30 






Gly 


Asp 


Thr 


Phe 


He 


Lys 


Val 


Ser 


Leu 


Gin 


Ala 


Ala 


Gly 


Ser 


Asp 


Val 




35 










40 










45 








He 


Val 


Glu 


Arg 


Asn 


Phe 


Lys 


Ala 


Gly 


Gin 


Glu 


Val 


Lys 


Glu 


Ala 


Gin 




50 • 










55 










60 










Phe 


Glu 


Pro 


Arg 


Asn 


Leu 


Glu 


Tyr 


Leu 


Tyr 


Leu 


Glu 


Glu 


Asp 


Lys 


Tyr 


65 










70 










75 










80 


Leu 


Phe 


Leu 


Asp 


Leu 


Gly 


Asn 


Tyr 


Asp 


Lys 


He 


Tyr 


He 


Pro 


Lys 


Glu 










85 










90 










95 




He 


Met 


Lys 


Asp 


Asn 


Ala 


Met 


Phe 


Leu 


Lys 


Ala 


Gly 


Val 


Thr 


Val 


Phe 



100 105 110 
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Ala Leu Val His Glu Gly Thr Val Phe Ser Met Glu Leu Pro His Phe 

Leu Glu III Met Val Ala Lys Thr Asp Phe Pro Gly Asp Ser Leu Ser 

Leu III Gly Gly Ala Lys Lys Ala Leu Leu Glu Thr Gly Val Glu Val 

III Val Pro Pro Phe vll Glu lie Gly Asp Val He Lys Val Asp Thr 

165 170 
Arg Thr Cys Glu Tyr He Gin Arg Val 



180 



185 



(2) INFORMATIONS POUR LA SEQ ID NO: 333: 

(i) C ARACTER I ST IQUES DE LA SEQUENCE: 

(A) LONGUEUR: 228 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement (331721 . . 332404) 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 333: 

Met Lys Lys Gin Gly Val Leu Val Ala Pro Ser He Met Gly Ala Asp 

Leu Ala Cys He Gly Arg Glu Ala Arg Asn He Glu Glu Ser Gly Ala 

Asp Leu He lis He Asp Val Met Asp Gly His Phe Val Pro Asn He 

Thr Phe Gly Pro Gly Val Val aL Ala He Asn Arg Ser Thr Glu Leu 

Phe Leu Glu Val His Ala Met He Tyr Thr Pro Phe Glu Phe Val Glu 

Ala Phe Val Lys Ala lly Ala Asp Arg lie He Val His Phe Glu Ala 

Ala Glu Asn He Lys Glu lie He Ser Tyr He Gin Lys cys Gly Val 

100 105 
Gin Ala Gly Val Ala Phe Ser Pro Glu Thr Ser He Glu Phe Val Thr 

Ser Phe He Pro' Leu Cys Asp Ja! He Leu Leu Met Ser Val His Pro 

Gly III Cys Gly Gin Lys Se He Pro Asp Thr He Glu Arg He Gin 

Pne Val Lys Gin Ala He Gin Val Leu Gly Arg Glu Gly Ser Cys Leu 

lie Glu Val Asp Gly Gly He Asp Lys Glu Ser Ala Arg Ala Cys Arg 

Glu Ala Gly III Asp He Leu Val Ala Ala Ser Tyr Phe Phe Glu Lys 

195 200 205 

Asp Ser He Asn Met Lys Glu Lys Val Leu Leu Leu Gin Gly Glu Glu 

210 215 220 

His Gly Ala Lys 
225 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 34: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 81 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 3 3 277 9 3 3 3 02 1 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 334: 

Ser Pro Arg He Trp Phe Gin Arg Thr Leu Asn Glu Lys Val Pro Met 

! 5 10 15 

Thr Thr Pro Thr Leu He Val Thr Pro Pro Ser Pro Pro Ala Pro Ser 

20 25 30 

Tyr Ser Ala Asn Arg Val Pro Gin Pro Ser Leu Met Asp Lys He Lys 

35 40 45 

Lys He Ala Ala He Ala Ser Leu He Leu He Gly Thr He Gly Phe 

50 55 60 

Leu Ala Leu Leu Gly His Leu Val Gly Phe Leu He Ala Pro Gin He 
65 70 75 80 

His 



(2) INFORMATIONS POUR LA SEQ ID NO: 33 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 19 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 3 3 3 005 3 3 3 58 9 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 335: 



Ser 


Leu 


His 


Lys 


Phe 


Thr 


Asn 


Val 


Leu 


Leu 


Ala 


Leu 


Phe 


He 


Thr 


Ser 


1 






5 










10 










15 




Leu 


Ala 


Gly 


Asn 


Ala 


Leu 


Tyr 


Leu 


Gin 


Lys 


Thr 


Ala 


Asn 


Leu 


His 


Leu 






20 










25 










30 






Tyr 


Gin 


Asp 


Leu 


Gin 


Arg 


Glu 


Val 


Gly 


Ser 


Leu 


Lys 


Glu 


He 


Asn 


Phe 




35 










40 










45 








Met 


Leu 
50 


Ser 


Val 


Leu 


Gin 


Lys 
55 


Glu 


Phe 


Leu 


His 


Leu 
60 


Ser 


Lys 


Glu 


Phe 


Ala 


Thr 


Thr 


Ser 


Lys 


Asp 


Leu 


Ser 


Ala 


Val 


Ser 


Gin 


Asp 


Phe 


Tyr 


Ser 


65 










70 










75 










80 


Cys 


Leu 


Gin 


Xaa 


Xaa 


Arg 


Asp 


Asn 


Tyr 


Lys 


Gly 


Phe 


Glu 


Ser 


Leu 


Leu 








85 










90 










95 




Asp 


Glu 


Tyr 


Lys 


Asn 


Ser 


Thr 


Glu 


Glu 


Met 


Arg 


Lys 


Leu 


Phe 


Ser 


Gin 




100 










105 










110 






Glu 


He 


He 
115 


Ala 


Asp 


Leu 


Lys 


Gly 
120 


Ser 


Val 


Ala 


Ser 


Leu 
125 


Arg 


Glu 


Glu 


He 


Arg 
130 


Phe 


Leu 


Thr 


Pro 


Leu 
135 


Ala 


Glu 


Glu 


Val 


Arg 
140 


Arg 


Leu 


Ala 


His 
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Asn Gin Glu Ser 
145 

Asp Ser Leu Arg 

Leu Thr Ser Ala 
180 

Val Pro Arg 
195 



Leu Thr Ala Ala 
150 

Asp Glu He Gly 
165 

Lys Leu His Tyr 



He Glu Glu Leu 
155 

Gin Leu Ser Gin 
170 

Asn Glu Lys Arg 
185 



Lys Thr He Arg 
160 

Leu Ser Lys Thr 
175 

Ala Gin He Cys 
190 



(2) INFORMATIONS POUR LA SEQ ID NO : 33 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 184 acides amines • 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : complement (333806 334357 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 336: 
Gin Glu Thr Lys Phe Asp Lys Gly He Gly Gly Tyr Met He Cys Cys 
Lp Lys Val Leu Lr Ser Val Gin Ser Met Pro Val He Asp Lys Cys 
ser Val Thr Lys Cys Leu Gin Thr fla Lys Gin Ala Val Val Leu Ala 
Leu Ser Leu Phe Ala Val Phe Tla Ser Gly Ser Leu Ser He Leu Ser 
Ala IL Val Leu Phe' Ser "y Thr Ala Ala Val Leu Pro Tyr Leu Leu 



He Leu Thr Thr Ala Leu Leu Gly Cys Val Tyr Ala Val He Val Leu 
85 90 



Glu Glu lie Glu Gly Ala Ala Arg Pro Ser Asp Gin Gin Glu Ser Gly 



Gly Arg Leu Ser Xaa Glu Ser Ala Ser Pro Gin Ala Ser Pro Thr Ser 



Leu Arg Ser Leu Ser Ala Val Val Gin Ser Cys Lys Lys Arg Ser Pro 

100 10b 
He Glu Gly Ala Ala Arg 
115 120 
Leu Ser Xaa Glu Ser Ala 

Ser Tnr Leu Arg Leu Glu III Ala Phe Arg Ser He Gly Asp Ser Val 

HI Gly Ala Phe Asp Asp l"la Asn Lys Asp Asn Ser Arg Ser Arg Phe 

165 1/u 

Thr Leu Leu Leu Arg Asp Asp Met 
180 



(2) INFORMATIONS POUR LA SEQ ID NO : 337: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 91 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 334089 334361 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 337: 



Thr 


His 


Pro 


Arg 


Arg 


Ala 


Val 


Val 


Asn 


He 


Ser 


Arg 


Tyr 


Gly 


Arg 


Thr 


1 








5 










10 










15 




Ala 


Ala 


Val 


Pro 


Leu 


Asn 


Ser 


Thr 


Ala 


Ala 


Asp 


Asn 


Met 


Asp 


Lys 


Leu 








20 










25 










30 






Pro 


Glu 


Ala 


Asn 


Thr 


Ala 


Asn 


Lys 


Asp 


Asn 


Ala 


Arg 


Thr 


Thr 


Ala 


Cys 






35 










40 










45 








Leu 


Ala 


Val 


Cys 


Lys 


His 


Phe 


Val 


Thr 


Glu 


His 


Leu 


Ser 


He 


Thr 


Gly 




50 . 










55 










60 










He 


Asp 


Cys 


Thr 


Leu 


Asp 


Lys 


Thr 


Leu 


Ser 


Gin 


Gin 


He 


Met 


Tyr 


Pro 


65 










70 










75 










80 


Pro 


He 


Pro 


Leu 


Ser 


Asn 


Phe 


Val 


Ser 


Cys 


His 













85 90 



(2) INFORMATIONS POUR LA SEQ ID NO : 338: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 138 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 347 2 9 3 3 5 14 2 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 33 8: 



Glu 


Phe 


Leu 


Gly 


Gly 


Ser 


Met 


Glu 


Cys 


Val 


Lys 


Gin 


Leu 


Cys 


Arg 


Asn 


1 








5 










10 










15 




His 


Leu 


Arg 


Leu 


Asp 


Asn 


Leu 


Thr 


Asp 


Pro 


Val 


Arg 


Ser 


Val 


Leu 


Thr 








20 










25 










3 0 






Lys 


Gly 


Thr 


Thr 


Ala 


Glu 


Lys 


Val 


Gin 


Leu 


Ala 


Ala 


Cys 


Cys 


Leu 


Gly 






35 










40 










45 








Val 


Val 


Cys 


Ser 


He 


He 


Cys 


Leu 


Ala 


Leu 


Gly 


He 


Ala 


Ala 


Ala 


Ala 




50 










55 










60 










Val 


Gly 


Val 


Ser 


Cys 


Gly 


Gly 


Phe 


Ala 


Leu 


Gly 


Leu 


Gly 


He 


He 


Ala 


65 










70 










75 










80 


He 


Leu 


Leu 


Gly 


He 


Val 


Leu 


Phe 


Ala 


Thr 


Ser 


Ala 


Leu 


Asp 


Val 


Leu 










85 










90 










95 




Glu 


Asn 


His 


Gly 


Leu 


Val 


Gly 


Cys 


Pro 


Phe 


Lys 


Leu 


Pro 


Cys 


Lys 


Ser 








100 










105 










110 






Ser 


Pro 


Ala 


Asn 


Glu 


Pro 


Ala 


Val 


Gin 


Phe 


Phe 


Lys 


Gly 


Lys 


Asn 


Gly 






115 










120 










125 








Ser 


Ala 


Asp 


Gin 


Val 


He 


Leu 


Val 


Thr 


Gin 















130 135 



(2) INFORMATIONS POUR LA SEQ ID NO : 33 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 33 519 5 .. 3 3 5602 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 339: 



Leu 


Ala 


Pro 


Phe 


Leu 


Leu 


Thr 


Glu 


Phe 


1 








5 










Ala 


Phe 


Ala 


Leu 


Ala 


Leu 


Glu 


He 


Phe 






20 










25 


Gin 


His 


Lys 
35 


Leu 


Phe 


His 


He 


Lys 
40 


Val 


Leu 


Val 
50 


Thr 


Ala 


Ser 


Val 


Val 
55 


Ser 


Thr 


Lys 


Arg 


Lys 


Ala 


Pro 


Thr 


Pro 


Lys 


Asn 


65 










70 








Thr 


Gly 


Leu 


Gin 


Ser 
85 


Thr 


Pro 


Glu 


Asn 


Arg 


Ala 


Met 


Ala 


Asn 


He 


Val 


Ala 


Thr 






100 










105 


Ala 


Val 


Gly 
115 


Asn 


Glu 


Leu 


Leu 


Arg 
120 


Ser 


He 


Leu 
130 


Ser 


Thr 


Thr 


Leu 


Ser 
135 


Cys 





10 15 
Cys Ser Thr Ser Ala Val Leu 
30 

Cys Asp Arg Cys Asn Arg Ser 
45 

Pro Pro Thr Lys Ala Pro Pre 
60 

Lys Asp Ala Ala Thr Thr Gli 
75 80 
Asn Lys Pro Ala Thr Thr Arc 
90 95 
Ala Thr Ala Ala Asn Leu Ph< 
110 

Lys His Leu Ser Lys Arg Al< 
125 



(2) INFORMATIONS POUR LA SEQ ID NO : 340: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 16 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (335194 335673 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 340: 

Val Arg Asn Glu He Trp Leu Lys Ser Val Glu Val Arg Phe Met Thr 

1 5 10 15 

Lys Val Tyr Ala His Ser He Gin Gin Glu Arg Val Val Asp Arg He 

Ala Leu Leu Glu Arg Cys Leu Asp Leu Ser Asn Ser Leu Pro Thr Ala 

35 40 45 

Lys Arg Leu Ala Ala Val Ala Val Ala Thr He Leu Ala He Ala Leu 

50 55 60 

Leu Val Val Ala Gly Leu Leu Phe Ser Gly Val Leu Cys Ser Pro Val 
65 70 75 80 

Ser Val Val Ala Ala Ser Leu Phe Phe Gly Val Gly Ala Phe Leu Leu 

85 90 95 

Gly Gly Ala Leu Val Gly Gly Val Leu Thr Thr Glu Ala Val Thr Arg 

100 105 HO 

Glu Arg Leu His Arg Ser Gin Thr Leu Met Trp Asn Asn Leu Cys Cys 

115 120 125 

Lys Thr Ala Glu Val Glu Gin Lys He Ser Arg Ala Ser Ala Asn Ala 
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130 135 140 

Lys Ser Asn Asp Lys Leu Glu Asn Ser Val Ser Lys Lys Gly Ala Ser 
145 150 155 160 



(2) INFORMATIONS POUR LA SEQ ID NO: 341: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 144 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oili 



(viii) POSITION DANS LE GENOME: complement ( 335903 33 6334 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 341: 



Lys 


Ala 


Ala 


Gly 


Glu 


Ala 


Leu 


Leu 


Lys 


Lys 


Ser 


Ala 


Glu 


Lys 


Thr 


Arg 


1 








5 










10 










15 




Arg 


Gly 


Ser 


Ser 
20 


He 


Tyr 


Asp 


Tyr 


Phe 

25 


Gin 


Gly 


Tyr 


He 


Ser 
30 


Pro 


Glu 


He 


Leu 


Gly 
35 


Val 


Leu 


Phe 


Ala 


Asp 
40 


Ser 


Gly 


Val 


Thr 


Tyr 
45 


Gin 


Glu 


Thr 


Leu 


Glu 
50 


Tyr 


Arg 


Lys 


Lys 


Leu 
55 


Val 


Met 


Leu 


Ser 


Lys 
60 


Lys 


Tyr 


Pro 


Lys 


Ser 


Gly 


Ser 


Leu 


Arg 


Leu 


Arg 


Leu 


Ala 


Thr 


Thr 


Ala 


Leu 


Glu 


Leu 


Gly 


65 










70 










75 










80 


Leu 


Val 


Lys 


Glu 


Gly 
85 


Val 


Gin 


Leu 


Leu 


Glu 
90 


Glu 


Ser 


Val 


Lys 


Asp 
95 


Ala 


Pro 


Glu 


Asp 


Leu 
100 


Ser 


Leu 


Arg 


Leu 


Gin 
105 


Phe 


Cys 


Lys 


He 


Leu 
110 


Cys 


Asn 


Arg 


His 


Asp 
115 


Tyr 


Val 


Arg 


Ala 


Lys 
120 


Tyr 


His 


Phe 


Asp 


Gin 
125 


Ala 


Gin 


Val 


Phe 


Ser 
130 


Leu 


Lys 


Arg 


Gly 


Cys 
135 


Phe 


Pro 


Lys 


Lys 


Leu 
140 


Pro 


He 


Leu 


Ser 



(2) INFORMATIONS POUR LA SEQ ID NO: 342: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 47 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 3 3 63 3 8 33 737 8 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 342: 

Leu Cys Leu Lys Leu Lys Gin lie Gin Leu Cys Arg Thr Phe Val Cys 

1 .5 "10 15 

Leu Arg His Trp Met Cys Phe He Gly He Gly Ser Leu Leu Leu Pro 

20 25 30 

Thr Ala Leu Arg Ala Thr Glu Arg Met Arg Lys Glu Pro He Pro Leu 
35 40 45 
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Leu 


Asp 


Lys 


Gin 


Gin 


Ser 


Phe 


Trp 


Asn 


Val 


Asp 


Pro 


Tyr 


Cys 


Leu 


Glu 




50 










55 










60 










Ser 


He 


Cys 


Ala 


Cys 


Phe 


Val 


Ala 


His 


Arg 


Asp 


Pro 


Leu 


Ser 


Ala 


Lys 


65 










70 










75 










80 


Arg 


Leu 


Met 


Tyr 


Leu 


Phe 


Pro 


Gin 


Leu 


Ser 


Glu 


Glu 


Asp 


Val 


Ser 


Val 










85 . 










90 










95 




Phe 


Ala 


Arg 


Cys 


He 


Leu 


Ser 


Ser 


Lys 


Arg 


Pro 


Glu 


Tyr 


Leu 


Phe 


Ser 








100 










105 










110 






Lys 


Ser 


Glu 


Glu 


Glu 


Leu 


Phe 


Ala 


Lys 


Leu 


He 


Leu 


Pro 


Arg 


Val 


Ser 






115 










120 










125 








Leu 


Gly 


Val 


His 


Arg 


Asp 


Asp 


Asp 


Leu 


Ala 


Arg 


Val 


Leu 


Val 


Leu 


Ala 




130 










135 










140 










Glu 


Pro 


Ser 


Ala 


Glu 


Glu 


Gin 


Lys 


Ala 


Arg 


Tyr 


Tyr 


Ser 


Leu 


Tyr 


Leu 


145 










150 










155 










160 


Asp 


Val 


Leu 


Ala 


Leu 


Arg 


Ala 


Tyr 


Val 


Glu 


Arg 


Glu 


Arg 


Leu 


Ala 


Ser 










165 










170 










175 




Ala 


Ala 


His 


Gly 


Asp 


Pro 


Glu 


Arg 


He 


Asp 


Leu 


Ala 


Thr 


He 


Glu 


Ala 








180 










185 










190 






lie 


Asn 


Thr 


He 


Leu 


Phe 


Gin 


Glu 


Glu 


Arg 


Trp 


Arg 


Tyr 


Pro 


Ser 


Lys 






195 










200 










205 








Gin 


Glu 


Met 


Phe 


Glu 


Ser 


Arg 


Phe 


Ser 


Glu 


Leu 


Ala 


Ala 


Val 


Thr 


Asp 




210 










215 










220 










Ser 


Lys 


Phe 


Gly 


Val 


Cys 


Leu 


Gly 


Thr 


Val 


Val 


Leu 


Tyr 


Gin 


Ala 


Val 


225 










230 










23 5 










240 


Ala 


Gin 


Arg 


Leu 


Asp 


Leu 


Ser 


Leu 


Asp 


Pro 


Val 


Thr 


Pro 


Pro 


Gly 


His 










245 










250 










255 




He 


Tyr 


Leu 


Arg 


Tyr 


Lys 


Asp 


Lys 


Val 


Asn 


He 


Glu 


Thr 


Thr 


Ser 


Gly 








260 










o c c 

2 65 










2/0 






Gly 


Arg 


His 


Leu 


Pro 


Thr 


Glu 


Arg 


Tyr 


Cys 


Glu 


Cys 


He 


Lys 


Glu 


Ser 






275 










280 










285 








Gin 


Leu 


Lys 


Val 


Arg 


Ser 


Gin 


Met 


Glu 


Leu 


He 


Gly 


Leu 


Thr 


Phe 


Met 




290 










295 










300 










Asn 


Arg 


Gly 


Ala 


Phe 


Phe 


Leu 


Gin 


Lys 


Gly 


Glu 


Phe 


Leu 


Gin 


Ala 


Ser 


305 










310 










315 










320 


Leu 


Ala 


Tyr 


Glu 


Gin 


Ala 


Gin 


Ser 


Tyr 


Leu 


Ser 


Asp 


Glu 


Gin 


He 


Ser 










325 










330 










335 




Asp 


Leu 


Leu 


Gly 


He 


Thr 


Tyr 


Val 


Leu 


Leu 


Gly 













340 345 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 43: 

(i) C ARACTER I S T I QUE S DE LA SEQUENCE : 

(A) LONGUEUR: 867 acides. amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 373 47 3 3 9 947 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 343: 

Met Glu Lys Phe Ser Asp Ala Val Ser Glu Ala Leu Glu Lys Ala Phe 

1 .5 10 15 

Glu Leu Ala Lys Asn Ser Lys His Ser Tyr Val Thr Glu Asn His Leu 

20 25 30 

Leu Lys Ser Leu Leu Gin Asn Pro Gly Ser Leu Phe Cys Leu Val He 
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35 

Lys Asp Val His 
50 

Ala Leu Arg Arg 
65 

Pro Ser Pro Ser 

Arg Ser Met Gly 
100 

Phe Trp Arg Ser 
115 

Lys Thr Thr Ser 
130 

Gly Ser Arg Met 
145 

Glu Lys Tyr Cys 

Asp Pro Val lie 
180 

Leu Ser Arg Arg 
195 

Val Gly Lys Thr 
210 

Gly Asp Val Pro 
225 

Met Gly Ala Leu 

Arg Leu Lys Ser 
260 

lie Leu Phe lie 
275 

Asp Gly Ala Met 
290 

Gly Thr Leu His 
305 

Tyr lie Glu Lys 

Val Thr Glu Pro 
340 

Arg Glu Lys Tyr 
355 

Leu Asn Ala Ala 
370 

Leu Pro Asp Lys 
385 

Arg Met Gin lie 

Glu Leu Ser Ala 
420 

Ala Pro Ala Tyr 
435 

Arg Val Lys Glu 
450 

Lys Gly. Leu lie 
465 

Leu Lys Phe Ala 

Val Ala Glu Leu 
500 



40 

Gly Asn Leu Gly 
55 

Glu Pro Thr Val 
70 

Leu His Gin Leu 
85 

Asp Glu Tyr Leu 

Thr Lys Glu Pro 
120 

Glu Ala Leu Lys 
135 

Asp Ser Pro Ser 
150 

Lys Asn Leu Thr 
165 

Gly Arg Asp Glu 

Thr Lys Asn Asn 
200 

Ala lie Ala Glu 

215 " 
Glu Ser Leu Lys 
230 

lie Ala Gly Ala 
245 

Val Leu Lys Ser 

Asp Glu Val His 
280 

Asp Ala Ala Asn 
295 

Cys He Gly Ala 
310 

Asp Ala Ala Leu 
325 

Ser Leu Glu Asp 

Glu He Phe His 
360 

Val Val Leu Ser 
375 

Ala He Asp Leu 
390 

Gly Ser Leu Pro 
405 

Leu He Val Lys 

Gin Glu Glu Ala 
440 

Glu Leu Ala Ala 
455 

Ala Gly Leu Lys 
470 

Glu Glu GlU Ala 
485 

Arg Tyr Ser Leu 



Leu Leu Thr Ser 
60 

Val Glu Gly Thr 
75 

Leu Leu Asn Ala 
90 

Ser Gly Asp His 
105 

Phe Ala Ser Trp 

Glu Leu He Thr 
140 

Ala Glu Glu Asn 
155 

Val Leu Ala Arg 
170 

Glu He Arg Arg 
185 

Pro Met Leu He 

Gly Leu Ala Leu 
220 

Glu Lys His Leu 
235 

Lys Tyr Arg Gly 
250 

Val Glu Ala Ser 
265 

Thr Leu Val Gly 

Leu Leu Lys Pro 
300 

Thr Thr Leu Asn 
315 

Glu Arg Arg Phe 
330 

Ala Val Phe He 
345 

Gly Val Arg He 

Tyr Arg Tyr He 
380 

lie Asp Glu Ala 
395 

Leu Pro He A.sp 
410 

Gin Glu Ala He 
425 

Glu Asp Met Xaa 

Leu Arg Leu Arg 
460 

Glu Lys Lys Asn 
475 

Glu Arg Thr Ala 
490 

He Pro Ser Leu 
505 



45 

Ala Val Asp Asp 

Ala Val Ala Ser 
80 

His Gin Glu Ala 
95 

Leu Leu Leu Ala 
110 

Arg Lys Thr Val 
125 

Lys Leu Arg Gin 

Leu Lys Gly Leu 
160 

Glu Gly Lys Leu 
175 

Thr He Gin Val 
190 

Gly Glu Pro Gly 
205 

Arg He Val Gin 

Tyr Val Leu Asp 
240 

Glu Phe Glu Glu 
255 

Glu Gly Glu Cys 
270 

Ala Gly Ala Thr 
285 

Ala Leu Ala Arg 

Glu Tyr Gin Lys 
320 

Gin Pro He Phe 
335 

Leu Arg Gly Leu 
350 

Thr Glu Gly Ala 
365 

Thr Asp Arg Phe 

Ala Ser Leu He 
400 

Glu Lys Glu Arg 
415 

Lys Arg Glu Gin 
430 

Xaa Ala He Asp 
445 

Trp Asp Glu Glu 

Ala Leu Glu Asn 
480 

Asp Tyr Asn Arg 
495 

Glu Glu Glu He 
510 
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His Leu Ala Glu Glu Ala Leu Asn Gin Arg Asp Gly Arg Leu Leu Gin 

515 520 525 

Glu Glu Val Asp Glu Arg Leu He Ala Gin Val Val Ala Asn Trp Thr 

530 535 540 

Gly He Pro Val Gin Lys Met Leu Glu Gly Glu Ser Glu Lys Leu Leu 
545 550 555 560 

Val Leu Glu Glu Ser Leu Glu Glu Arg Val Val Gly Gin Pro Phe Ala 

565 570 575 

He Ala Ala Val Ser Asp Ser He Arg Ala Ala Arg Val Gly Leu Ser 

580 585 590 

Asp Pro Gin Arg Pro Leu Gly Val Phe Leu Phe Leu Gly Pro Thr Gly 

595 600 605 

Val Gly Lys Thr Glu Leu Ala Lys Ala Leu Ala Glu Leu Leu Phe Asn 

610 615 620 

Lys Glu Glu Ala Met He Arg Phe Asp Met Thr Glu Tyr Met Glu Lys 
625 630 635 640 

His Ser Val Ser Lys Leu He Gly Ser Pro Pro Gly Tyr Val Gly Tyr 

645 650 655 

Glu Glu Gly Gly Ser Leu Ser Glu Ala Leu Arg Arg Arg Pro Tyr Ser 

660 665 670 

Val Val Leu Phe Asp Glu He Glu Lys Ala Asp Lys Glu Val Phe Asn 

675 680 685 

He Leu Leu Gin He Phe Asp Asp Gly He Leu Thr Asp Ser Lys Lys 

690 695 700 

Arg Lys Val Asn Cys Lys Asn Ala Leu Phe He Met Thr Ser Asn He 
705 710 715 720 

Gly Ser Gin Glu Leu Ala Asp Tyr Cys Thr Lys Lys Gly Thr He Val 

725 730 735 

Asp Lys Glu Ala Val Leu Ser Val Val Ala Pro Ala Leu Lys Asn Tyr 

740 745 750 

Phe Ser Pro Glu Phe He Asn Arg He Asp Asp He Leu Pro Phe Val 

755 760 765 

Pro Leu Thr Thr Glu Asp He Val Lys He Val Gly He Gin Met Asn 

770 775 780 

Arg Val Ala Leu Arg Leu Leu Glu Arg Lys He Ser Leu Thr Trp Asp 
785 790 795 800 

Asp Ser Leu Val Leu Phe Leu Ser Glu Gin Gly Tyr Asp Ser Ala Phe 

805 810 815 

Gly Ala Arg Pro Leu Lys Arg Leu He Gin Gin Lys Val Val Thr Met 

820 825 830 

Leu Ser Lys Ala Leu Leu Lys Gly Asp He Lys Pro Gly Met Ala Val 

835 840 845 

Glu Leu Thr Met Ala Lys Asp Val Val Val Phe Lys He Lys Thr Asn 

850 &55 860 

Pro Ala Val 
865 



(2) INFORMATIONS POUR LA SEQ ID NO: 344: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 447 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 340507 .. 341847 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 3 44: 



Ala 


His 


Leu 


Thr 


HIS 


Asp 


bill 


Asp 


x x e 


A 1 Pk 


Ben 
noli 




Glu 


Thr 


Ala 


Ala 


1 








5 










1 u 










1 R 

X D 




Asp 


Leu 


Lys 


Ser 


He 


Thr 


Phe 


Leu 


Leu 


1 nr 


Ser 


13 V» £3 


val 


ulU 


X Li 


Tl p 

X X fe= 




20 










9 c: 

z b 
















Ser 


Trp 


He 


Gin 


Pro 


Aia 


Leu 


x x e 


hid 


Leu 


irx \J 


Gin 


Gin 


Val 


Ala 


Asn 




3 5 










a n 


















Met 


Leu 


Leu 


Ala 


Ser 


Pro 


Glu 


Leu 


bin 


O 1 1 1 
blU 


Tyr 


rl X is 


irl lfcr 


iyr 


Leu 


Lys 




50 










b b 










D U 










Lys 


Leu 


Phe 


Arg 


Leu 


Ala 


Pro 


HIS 


inr 


Xy 


J.nr 


Ser 


Arg 


r* "l 1 1 

1 U 


f' 1 1 1 




65 










7 0 










9 C 










ft n 


lie 


Leu 


Ala 


Ser 


Ser 


Phe 


Pro 


Aia 


Leu 


blU . 


vdx 


.rt.x d 


xy x 


X«y £a 


Thr 


Phe 










85 










q n 














Cys 


Ser 


Leu 


Thr 


Asp 


Ser 


CjIU 


x x e 


Pro 




\sj X y 


\J7 X Li. 


Ala 


Val 


Asp 


Ser 






100 










1UD 










110 
X X w 






Glu 


Gly 


Lys 


Ser 


T_T 4 
HIS 


Pro 


Leu 


Cor 




Ala 


Leu 


Ala 


Ser 


Leu 


Tvr 
j 


Met 




lib 










1 9 n 

x z u 










125 








Gin 


Ser 


Thr 


Asp 


Arg 


Glu 


Leu 


Arg 


Lys 


Asn 


X IlX 


lyr 


OJ.il 


uy ^> 


Gin 


Cys 




13 0 










1J j 










14 0 










Gin 


Arg 


His 


His 


Gly 


Tyr 


Arg 


Leu 


Ser 


Leu 




A cn 
rii> 11 


i_j tr u. 


Leu 


Asn 


Gly 


145 








1 b U 










X J J 










160 


Lys 


lie 


Gin 


Ala 


rll s 


Leu 


1ri.1t; 


Asn 


Ala 


Lys 


Ala 


Arg 


Asp 


Tvr 


Asp 


Ser 








ICC 

lob 










X / u 










175 




Cys 


Leu 


Glu 


Aia 


Aia 


Leu 




pin 

V7 XII 


as n 


Asp 


He 


Ser 


Thr 


Ser 


Val 


Val 






1 on 

180 










1 ft 










19 0 






Thr 


Thr 


Leu 


lie 


Asp 


J. IJX 


V ctx 


T 


Gin 


His 


Thr 


His 


Leu 


He 


Thr 


Lys 






19b 










9 n n 










205 








Tyr 


Phe 


Gin 


Leu 


Lys 


bin 


Lys 


Ala 

Axa 


Leu 






OCJ. 


Asp 


Phe 


His 


Phe 


210 




















^ VJ 










Tyr 


Asp 


Val 


Tyr 


Ala 


Pro 


Leu 


vai 


Axa 


Cnr 




a 1 3 

rt.Xd 


Q 0 ">- 


Arg 


His 


xy x 


225 






o -3 n 










9 7 ^ 










94 f) 


Ser 


Tyr 


Gin 


Glu 


Ala 


val 


Thr 


Leu 


lie 


Cys 


Asp 


Ser 


Leu 


Ocl 


XT X 


T .01 1 
l_i fci 








245 




















^ j j 




Gly 


Asn 


Asp 


Tyr 


Val 


Glu 


Thr 


Leu 


Arg 


Lys 


pi v 
vj xy 


Leu 


X I1X 


0*3:1. 




Gly 






260 










9 C c: 

<s o b 










9*7 n 






Trp 


Val 


Asp 


Lys 


Tyr 


Glu 


Asn 


xnr 


Asn 


Lys 


Arg 




oj.y 


Ala 


xy x 


Ser 






27 5 










z>o\J 










9 ft c l 








Ser 


Gly 


Cys 


Tyr 


Asn 


Ser 


Lys 


Pro 


Tyr 


lie 


Leu 


Leu 


Asn 


Tyr 


ml— — 

xnr 


xy 




290 










z y b 










•inn 

J U U 










Thr 


Leu 


Tyr 


Asp 


Val 


Ser 


vai 


vai 


Aia 


MIS 


Pin 
blU 




oiy 


nlo 


Cor 




3 05 








310 










Tic; 










7 9 0 

J Ct \J 


His 


Ser 


Phe 


Leu 


Ser 


HIS 


Lys 


HXS 




Q a y~ 


xyr 


His 


Glu 


Ala 


Gin 












32 5 




















j j _> 




Pro 


He 


Phe 


Leu 


Ala 


Glu 


He 


Ala 


Ser 


Thr 


Leu 


Asn 


Glu 


Thr 


Leu 


Leu 








340 










345 










350 






Met 


Glu 


Phe 


Leu 


Leu 


Lys 


Gin 


Ala 


Pro 


Ser 


Lys 


GlU 


GlU 


Lys 


He 


Ala 






355 










360 










365 








He 


Leu 


Ser 


Arg 


Ser 


Leu 


Asp 


Thr 


Val 


Phe 


Ala 


Thr 


Leu 


Phe 


Arg 


Gin 




370 










375 










380 










Thr 


Leu 


Phe 


Ala 


Ala 


Phe 


Glu 


Leu 


Glu 


Met 


His 


Ser 


Ala 


Ala 


Glu 


Gin 


385 










390 










395 










400 


Gly 


Leu 


Pro 


Leu 


Thr 


Glu 


Glu 


Phe 


Phe 


Ser 


Gin 


Ser 


Tyr 


Glu 


Lys 


Leu 








.405 










410 










415 




Gin 


Arg 


Leu 


Phe 


Tyr 


Gly 


Asp 


Cys 


He 


Thr 


Phe 


Asp 


Glu 


His 


Ser 


Cys 








420 










425 










430 






He 


Glu 


Ser 


Ala 


Arg 


He 


Pro 


His 


Phe 


Tyr 


Tyr 


Asn 


Phe 


Tyr 


Val 





435 440 445 
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(2) INFORMATIONS POUR LA SEQ ID NO: 345: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 8 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 341783 3 42022 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 345: 



Leu 


Leu 


Met 


Asn 


He 


Ala 


Val 


Ser 


Asn 


Arg 


Leu 


Ala 


Phe 


Leu 


He 


Ser 


1 








5 










10 










15 




Thr 


Thr 


Thr 


Ser 


Met 


Phe 


Asn 


Gin 


Tyr 


Ala 


Thr 


Gly 


He 


He 


Ala 


Ser 








20 










25 










30 






Leu 


cys 


Phe 


Ser 


Glu 


Arg 


He 


Leu 


Ser 


Gly 


Glu 


Glu 


Gly 


Ala 


Gin 


Glu 






35 










40 










45 








Ala 


Tyr 


Leu 


Thr 


Phe 


Leu 


Arg 


Ser 


Gly 


Gly 


Ser 


Asp 


Phe 


Pro 


He 


Glu 




50 










55 










60 










He 


Leu 


Lys 


Lys 


Ser 


Gly 


Leu 


Asp 


Met 


Thr 


Ser 


He 


Ser 


Ser 


Tyr 


Ala 



65 70 75 80 



(2) INFORMATIONS POUR LA SEQ ID NO: 346: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 74 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: • lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 34224 9 .. 34247 0 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 346: 



Met 


Ser 


Asp 


Gin 


Ala 


Thr 


Thr 


Leu 


Lys 


He 


Lys 


Pro 


Leu 


Gly 


Asp 


Arg 


1 








5 










10 










15 




He 


Leu 


Val 


Lys 


Arg 


Glu 


Glu 


Glu 


Ala 


Ser 


Thr 


Ala 


Arg 


Gly 


Gly 


He 








20 










25 










30 






He 


Leu 


Pro 


Asp 


Thr 


Ala 


Lys 


Lys 


Lys 


Gin 


Asp 


Arg 


Ala 


Glu 


Val 


Val 






35 










40 










45 








Ala 


Leu 


Gly 


Thr 


Gly 


Lys 


Lys 


Asp 


Asp 


Lys 


Gly 


Gin 


Gin 


Leu 


Pro 


Phe 




50 










55 










60 










Glu 


Val 


Gin 


Val 


Gly 


Asp 


lie 


Val 


Leu 


He 














65 










70 























(2) INFORMATIONS POUR LA SEQ ID NO: 3 47: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 58 acides amines 

(B) TYPE: acide amin£ 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 342597 343370 



(Xi) DESCRIPTION DE 'LA SEQUENCE: SEQ ID NO: 347: 



Met 


Val 


Ala 


Lys 


Asn 


He 


Lys 


Tyr 


Asn 


Glu 


Glu 


Ala 


Arg 


Lys 


Lys 


He 


1 






5 










10 










1 b 




Gin 


Lys 


Gly 


Val 


Lys 


Thr 


Leu 


Ala 


Glu 


Ala 


Val 


Lys 


Val 


Thr 


Leu 


Gly 




20 










25 










3 0 






Pro 


Lys 


Gly 


Arg 


His 


Val 


Val 


He 


Asp 


Lys 


Ser 


Phe 


Gly 


Ser 


Pro 


Lain 




35 










40 










4 5 








Val 


Thr 


Lys 


Asp 


Gly 


Val 


Thr 


Val 


Ala 


Lys 


CjIU 


Val 


pin 

blU 


Leu 




ASp 




50 








55 










o u 










Lys 


His 


Glu 


Asn 


Met 


Gly 


Ala 


Gin 


Met 


val 


Lys 




\ T-~. "1 

vai 


A±a 


Ser 


Lys 


65 










70 










1 tr 
' p 










O \J 


Thr 


Ala 


Asp 


Lys 


Ala 


Gly 


Asp 


Gly 


Thr 


Thr 


mr 


Ala 


inr 


vax 


Leu 


AXa 










85 










9 0 














Glu 


Ala 


He 


Tyr 


Thr 


Glu 


Gly 


Leu 


Arg 


Asn 


val 


Thr 


7\ "l — . 

Ala 


Cjiy 


Aia 


Asn 








100 










1 AC 

IUD 










llw 






Pro 


Met 


Asp 


Leu 


Lys 


Arg 


Gly 


He 


Asp 


Lys 


Ala 


Val 


Lys 


vax 


Val 


VdJL 






115 










120 










125 








Asp 


Gin 


Val 


Lys 


Lys 


He 


Ser 


Lys 


Pro 


Val 


Gin 


His 


His 


Lys 


GlU 


He 


130 










135 










140 










Ala 


Gin 


Val 


Ala 


Thr 


He 


Ser 


Ala 


Asn 


Asn 


Asp 


Ala 


Glu 


He 


Gly 


Asn 


145 










150 










155 










160 


Leu 


lie 


Ala 


Lys 


Ala 


Met 


Glu 


Lys 


Val 


Gly 


Lys 


Asn 


Gly 


Ser 


He 


Thr 








165 










170 










175 




Val 


Glu 


Glu 


Ala 


Lys 


Gly 


Phe 


Glu 


Thr 


Val 


Leu 


Asp 


Val 


Val 


Glu 


Gly 








180 










185 










190 






Met 


Asn 


Phe 


Asn 


Arg 


Gly 


Tyr 


Leu 


Ser 


Ser 


Tyr 


Phe 


Ala 


Thr 


Asn 


Pro 






195 










200 










205 








Glu 


Thr 


Gin 


Glu 


Cys 


Val 


Leu 


Glu 


Asp 


Ala 


Leu 


Val 


Leu 


Ha 


Tyr 


Asp 




210 










215 










220 










Lys 


Lys 


He 


Ser 


Gly 


He 


Lys 


Asp 


Phe 


Leu 


Pro 


Val 


Leu 


Gin 


Gin 


Val 


225 








230 










235 










240 


Ala 


Glu 


Ser 


Gly 


Arg 


Pro 


Leu 


Leu 


He 


He 


Ala 


Glu 


Asp 


He 


Glu 


Gly 








245 










250 










255 




Glu 


Leu 































(2) INFORMATIONS POUR LA SEQ ID NO : 348: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 224 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(Viii) POSITION DANS LE GENOME: 3 43 3 61 .. 344032 
(XI) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 348: 
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Arg Arg Thr Leu Ala Thr Leu Val Val Asn Arg lie Arg Gly Gly Phe 

1 5 10 15 

Arg Val Cys Ala Val Lys Ala Pro Gly Phe Gly Asp Arg Arg Lys Ala 

20 25 30 

Met Leu Glu Asp He Ala He Leu Thr Gly Gly Gin Leu He Ser Glu 

35 40 45 

Glu Leu Gly Met Lys Leu Glu Asn Ala Asn Leu Ala Met Leu Gly Lys 

50 55 60 

Ala Lys Lys Val He Val Ser Lys Glu Asp Thr Thr He Val Glu Gly 
65 70 75 80 

Met Gly Glu Lys Glu Ala Leu Glu Ala Arg Cys Glu Ser He Lys Lys 

85 90 95 

Gin He Glu Asp Ser Ser Ser Asp Tyr Asp Lys Glu Lys Leu Gin Glu 

100 105 110 

Arg Leu Ala Lys Leu Ser Gly Gly Val Ala Val He Arg Val Gly Ala 

115 120 125 

Ala Thr Glu He Glu Met Lys Glu Lys Lys Asp Arg Val Asp Asp Ala 

130 135 140 

Gin His Ala Thr He Ala Ala Val Glu Glu Gly He Leu Pro Gly Gly 
145 150 155 160 

Gly Thr Ala Leu He Arg Cys He Pro Thr Leu Glu Ala Phe Leu Pro 

165 170 175 

Met Leu Thr Asn Glu Asp Glu Gin He Gly Ala Arg He Val Leu Lys 

180 135 190 

Ala Leu Ser Ala Pro Leu Lys Gin He Ala Ala Asn Ala Gly Lys Glu 

195 200 205 

Gly Ala He He Phe Gin Gin Val Met Ser Phe Cys Glu Arg Arg He 
210 215 220 



(2) INFORMATIONS POUR LA SEQ ID NO : 349: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 9 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHET.IQUE : oui 



(viii) POSITION DANS LE GENOME: 343 956.-344225 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 349: 

Asn Lys Leu Leu Gin Thr Gin Glu Lys Lys Val Leu Ser Ser Ser Asn 

1.5 10 15 

Lys Leu Cys Pro Ser Ala Asn Glu Gly Tyr Asp Ala Leu Arg Asp Ala 

20 25 30 

Tyr Thr A.sp Met Leu Glu Ala Gly He Leu Asp Pro Ala Lys Val Thr 

35 40 45 

Arg Ser Ala Leu Glu Ser Ala Ala Ser Val Ala Gly Leu Leu Leu Thr 

50 55 60 

Thr Glu Ala Leu lie Ala Glu He Pro Glu Glu Lys Pro Ala Ala Ala 
65 70 75 80 

Pro Ala Met Pro Gly Ala Gly Met Asp Tyr 

85 90 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 50: 
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(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 262 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 3 443 57 .. 3 45142 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 3 50: 



rieu 


rxie 


Lys 


T .Dl 1 

J_i t: Li. 


He 


LVS 


Ser 


Ala 


Phe 


Leu 


He 


Ala 


Cys 


Cys 


He 


Val 


1 






q 

_> 










10 










15 






Tyr 


rlJc 


±rp 


T 1 q 


Lys 


Lys 


Glu 


Ser 


He 


Val 


Glu 


Gin 


Trp 


Leu 


Ser 














2 5 










30 






pi V, 

(jin 


bin 


Leu 


n x o 


Ala 


Gin 


Val 


Thr 


Val 


Gly 


Asn 


He 


Ser 


Pro 


Gly 


Leu 






o _> 










40 










45 








Ser 


Lys 


Thr 


Lys 


Tip 
lie 


Arg 


His 


Leu 


Cys 


lie 


His 


Asn 


Pro 


Leu 


Ser 


Ser 




D U 










55 










60 










Asp 


Lys 


iyr 


■p >- o 

IT I ^ 


xy J. 


Ala 


Val 


Glu 


He 


Glu 


Tyr 


Val 


Ser 


Leu 


Lys 


Tyr 


D J 






70 










75 










80 


Ser 


He 


Val 


Thr 


Met 


He 


Leu 


Ser 


Lys 


Lys 


He 


Asp 


He 


Ser 


Asp 


Val 










85 










90 










95 




He 


Leu 


Gin 


Gly 


Thr 


Ser 


Leu 


Thr 


Val 


Phe 


Pro 


Cys 


Glu 


Gly 


Ser 


Ser 








100 










105 










110 






Lys 


Thr 


Asn 


Trp 


Ser 


Phe 


Phe 


Trp 


Asp 


Ser 


Phe 


He 


Asn 


His 


Ser 


Asn 




115 










120 










125 








Glu 


Leu 


Thr 


Lys 


Phe 


His 


Ser 


Ser 


Gin 


Phe 


Glu 


Ser 


Ser 


Val 


Asp 


Thr 




130 










135 










140 










He 


Pro 


Val 


Phe 


He 


Lys 


Arg 


Cys 


Leu 


Cys 


Thr 


Asn 


Thr 


Arg 


Val 


Ser 


145 










150 










155 










160 


Gly 


He 


Lys 


Asn 


Asn 


Tyr 


Lys 


Glu 


He 


Pro 


Thr 


Thr 


Pro 


Val 


Pro 


Ser 








165 










170 










175 




Leu 


Glu 


Phe 


Arg 


Gly 


Ser 


Leu 


Ser 


Cys 


Ser 


Pro 


Leu 


Pro 


Thr 


Leu 


Gly 








180 










185 










190 






Glu 


Thr 


Ala 


Arg 


Ala 


Leu 


Leu 


Tyr 


Leu 


He 


Val 


Glu 


Glu 


Ser 


Phe 


Tyr 






195 










200 










205 








His 


Ala 


Asn 


Val 


Ser 


Gly Asp 


He 


Ala 


Arg 


Pro 


Leu 


Ser 


Lys 


Gin 


Ala 




210 










215 










220 










Arg 


Ala 


Tyr 


Phe 


Asn 


Ser 


Ser 


Leu 


Ser 


Asp 


Tyr 


Ser 


Tyr 


Leu 


Lys 


Lys 


225 








230 










235 










240 


Arg 


Gly 


Ala 


Phe 


Pro 


Ser 


Asn 


Leu 


Thr 


Asn 


Glu 


Leu 


Glu 


Gly 


Phe 


Met 






245 










250 










255 




Lys 


Glu 


Leu 


Leu 


Phe 


Arg 























260 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 51: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 251 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui . 
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(viii) POSITION DANS LE GENOME: complement ( 3451 6 1 3 45 9 13 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 351: 



Met 


Asn 


Val 


Ser 


Asp 


Leu 


Leu 


Asn 


He 


Leu 


Asn 


Glu 


Leu 


Leu 


His 


Pro 


1 








b 










1 U 










15 




Glu 


Tyr 


Phe 


Ser 


Asp 


Tyr 


Gly 


Pro 


Asn 


Gly 


Leu 


Gin 


Val 


Gly Asn 


Thr 








2 0 










2 5 










3 0 






Gin 


Thr 


Ala 


He 


Arg 


Lys 


Val 


Ala 


Val 


Ala 


Val 


Thr 


Ala 


Asp 


Leu 


Ala 






3 5 










40 










45 








Thr 


lie 


Glu 


Lys 


Ala 


He 


Ala 


Cys 


Glu 


Ala 


Asn 


Val 


Leu 


Leu 


val 


His 




bU 










bb 










r~ r\ 

60 










His 


Gly 


lie 


Phe 


Trp 


Lys 


Gly 


Met 


Pro 


Tyr 


Pro 


He 


Thr 


Gly 


He 


Leu 


c c 

O D 




















/ b 










80 


Tyr 


Gin 


Arg 


Met 


Gin 


Arg 


Leu 


Met 


Glu 


Gly 


Asn 


He 


Gin 


Leu 


He 


Ala 










85 










90 










95 




Tyr 


His 


Leu 


Pro 


Leu 


Asp 


Ala 


His 


Thr 


Thr 


He 


Gly 


Asn 


Asn 


Trp 


Lys 








100 










105 










110 






Val 


Ala 


Arg 


Asp 


Leu 


Gly 


Trp 


Glu 


Gin 


Leu 


Glu 


Ser 


Phe 


biy 


Ser 


Ser 






115 










12 0 










125 








Gin 


Pro 


Ser 


Leu 


Gly 


Val 


Lys 


Gly 


Val 


Phe 


Pro 


Glu 


Met 


Glu 


Val 


His 




1 on 
1 j U 










J. j D 










i /in 










Asp 


Phe 


lie 


Ser 


Gin 


Leu 


Ser 


Ala 


Tyr 


Tyr 


Gin 


Thr 


Pro 


Val 


Leu 


Ala 


145 










150 










155 










160 


Lys 


Ala 


Leu 


Gly 


Gly 


Lys 


Lys 


Arg 


Val 


Ser 


Ser 


Ala 


Ala 


Leu 


He 


Ser 










165 










170 










175 




Gly 


Gly 


Ala 


Tyr 


Arg 


Glu 


He 


Ser 


Glu 


Ala 


Lys 


Asn 


Gin 


Gin 


Val 


Asp 








180 










185 










190 






Cys 


Phe 


He 


Thr 


Gly 


Asn 


Phe 


Asp 


Glu 


Pro 


Ala 


Trp 


Ser 


Leu 


Ala 


His 






195 










200 










205 








Glu 


Leu 


Ala 


He 


His 


Phe 


Leu 


Ala 


Phe 


Gly 


His 


Thr 


Ala 


Thr 


Glu 


Lys 




210 










215 










220 










Val 


Gly 


Pro 


Lys 


Ala 


Leu 


Ala 


Gin 


Tyr 


Leu 


Lys 


Gly 


Ala 


Gly 


Leu 


Glu 


225 










230 










235 










240 


Ser 


Val 


Val 


Phe 


Leu 


Asp 


Thr 


Asp 


Asn 


Pro 


Phe 













245 250 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 52: 

(i) CARACTER I STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 341 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaJLre 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 4608 0 .. 3 47 1 02 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 352: 

Val Cys Trp Tyr Asp Phe Thr Arg He Ser Met He Arg Thr Ala Phe 

1 5 10 15 

Phe Gin Asp Lys Glu Cys Phe Pro Leu Glu Ala Leu Arg Ser Trp Phe 

20 25 30 

Leu Glu Ser Lys Arg Ser Phe Pro Trp Arg Asp Ser Pro Thr Pro Tyr 

35 40 45 

Arg Val Trp Val Ser Glu Val Met Leu Gin Gin Thr Arg Ala Glu Val 
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50 55 60 



Veil 


val 


Pro 


Tyr 


tr 1 lfcr 


JjcU 


uy o 


X L\J 


Met 


Glu 


Arg 


Phe 


Pro 


Thr 


Leu 


Gin 












7 0 










75 










80 


Asp 


Leu 


Aia 


Cjin 


Aia 


Arg 


ulU 


Coy 

O tr 1 




VCll 


Val 


Gin 


Leu 


Ttd 
x x y 


Glu 


Gly 




























9 5 




Leu 


pi , r 

tjiy 


Tyr 


Tyr 


Ser 


Arg 


r\ 1 d 


n l y 


Asn 


Leu 


Leu 


Ala 


Glv 

vjxy 


Ala 


Arg 


Val 








l u u 










i rm 

X U J 










110 






lie 


Thr 


Glu 


lie 


±r lie 


oiy 




V7lU 


Tip 

lie 


Pro 


Asn 


Asp 


Leu 


Ala 


Leu 


Leu 






11 D 




















12 5 








Ser 


Seir 


lie 


Lys 


xy 


Tip 
1 xc 


Gly 


Ser 


ly i 


Thr 


Ala 


Asn 


Ala 


He 


Leu 


Ala 




1 T A 

1J0 




■ 






1 J J 










140 

It U 










Phe 


Ala. 


r*ne 


Lys 


ljjj.il 


Lys 


Asn 


ex. \J 


r\ 1 d 


Val 


Asp 


Gly 


Asn 


Val 


Leu 


Arg 


145 




















x _> _> 










160 


vai 


Met 


Ser 


Arg 


Leu 


Ir lie 




Tip 
lie 


Vj X Li. 


Glu 


Ser 


He 


Asp 


Arg 


Met 


Asn 










ice 
1 b z> 










X / \J 










175 




Thr 


Arg 


Arg 




T 1 c» 

J-ie 


inr 


viiy 


LiGU 


Cys 


Glu 


Ser 


Leu 


Leu 


Pro 


Asp 


Gin 








lo U 










X O _) 










190 






Asp 


Pro 




V d 1 


Tip 
lie 


r\ JL CI 


Glu 


Ser 


Phe 


He 


Glu 


Leu 


Glv 


Ala 


Arg 


He 




i y -> 










200 










205 








Cys 


Lys 


Lys 




tr X U 


Leu 


v_y t» 


Glu 


Gin 


Cys 


Pro 


Leu 


Arg 


Ser 


Phe 


Cvs 














^ X -> 










220 










Thr 


Ala 


Tyr 


Arg 


bin 




1 111 


Mot" 
1*1 L. 


VjlU 


Gin 


xy x 


Pro 


Val 


Arg 


Asn 


Thr 


o o c 










9 7 0 
^ j \j 










23 5 










240 


Arg 


Aia 


Aia 


i x e 


Ser 


Arg 


T.oi 1 

Jjcu 




Arg 


Ala 


Val 


Val 


He 


Val 


Leu 


Tvr 










Zi *i J 










250 










255 




Lys 


Asp 


Gin 


Val 


Leu 


Met 


Thr 


LVS 


Arg 


Glu 


Glu 


Lys 


Glu 


He 


Met 


Ala 








260 










265 










270 






Gly 


Leu 


Tyr 


Glu 


Phe 


Pro 


Tyr 


Tyr 


Gin 


Leu 


Pro 


Lys 


Glu 


Asp 


Cys 


Cys 






275 










280 










285 








Asp 


He 


Glu 


Lys 


He 


He 


His 


Leu 


Val 


Gin 


Lys 


Asp 


Tyr 


Gly 


Glu 


Thr 




290 










295 










300 










Leu 


His 


Phe 


Val 


Ser 


Ser 


Leu 


Pro 


Ser 


Gin 


Lys 


Gin 


Val 


Phe 


Thr 


Xaa 


305 










310 










315 










320 


lie 


Ala 


Leu 


His 


Tyr 


Ser 


His 


Met 


Phe 


Ser 


Thr 


Xaa 


Asn 


He 


Xaa 


Tyr 










325 










330 










335 




Arg 


He 


Ala 


Thr 


Arg 

























340 



(2) INFORMATIONS POUR LA SEQ ID NO: 353: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 27 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 347 113 3 47 94 0 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 353: 

Trp He Met Gin Glu Phe He Gly Thr Ala Asp Arg His He Arg Leu 

1 5 10 15 

Ser Ser Phe Leu Arg Thr Ser Leu Pro His Leu Pro Lys Lys Thr He 

20 25 30 

Leu Glu Ser Val Arg Tyr His Gly Cys Arg Val Asn Gly Arg He Glu 
35 40 45 
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Arg 


Phe 


Glu 


Ser 


Tyr 


Lys 


Leu 


Gin 


Pro 


Gly 


Asp 


Arg 


Val 


Ser 


Leu 


Gin 




5 0 










b b 










o U 










lie 


lie 


Glu 


His 


Ser 


Ser 


Pro 


Gin 


Leu 


Leu 


Trp 


Glu 


Asp 


Glu 


His 


Leu 


6 5 










*"7 r\ 










/ b 










8 0 


Cys 


lie 


Tyr 


Asn 


Lys 


Pro 


Ala 


Lys 


Gin 


Thr 


Ser 


Glu 


Asp 


Leu 


Ala 


His 










8b 










y u 










3 b 




Gin 


Leu 


Asn 


Val 


His 


Leu 


Val 


His 


Arg 


Leu 


Asp 


Arg 


Asp 


Thr 


Ser 


Gly 








100 










10b 










110 






Cys 


lie 


Leu 


Phe 


Ala 


Lys 


His 


Ala 


Lys 


Ala 


Ser 


Ser 


Leu 


He 


Thr 


Gin 






115 










12 0 










125 








Leu 


Phe 


Lys 


Asn 


Arg 


Glu 


lie 


Asp 


Lys 


Arg 


Tyr 


He 


Ala 


Leu 


Val 


Phe 




130- 










13 5 










140 










Gly 


Gln 


Pro 


Arg 


Gin 


Glu 


Ser 


Gly 


lie 


lie 


Thr 


Thr 


Tyr 


Thr 


Ala 


Pro 


145 










150 










155 










160 


Cys 


Tyr 


Arg 


Arg 


Thr 


Gly 


Ala 


Val 


Leu 


Phe 


Gly 


Asn 


Thr 


Asp 


Gin 


Asn 










165 










170 










175 




Ser 


Gly 


Lys ! 


lie 


Thr 


lie 


Thr 


Lys 


Trp 


Glu 


lie 


Leu 


Thr 


Arg 


Tyr 


Pro 








180 










185 










190 






Lys 


Tyr 


Thr 


Leu 


Leu 


Leu 


Cys 


Arg 


Pro 


Val 


Thr 


Gly Arg 


Thr 


His 


Gin 






19b 










i n n 










205 








lie 


Arg 


Leu 


His 


Met 


Lys 


Thr 


lie 


Gly 


His 


Pro 


He 


Val 


Gly 


Asp 


Val 




210 










215 










220 










Asp 


Tyr 


Gly 


Asn 


Gin 


Glu 


Gin 


Pro 


Lys 


Asn 


Val 


Val 


Arg 


Thr 


Leu 


Leu 


225 










2 30 










235 










240 


His 


Ala 


Ala 


Ser 


Leu 


Ala 


Phe 


lie 


Ser 


Pro 


Phe 


Ser 


Asn 


Glu 


Lys 


He 










245 










250 










255 




Glu 


lie 


Ser 


Ser 


Leu 


Thr 


Pro 


Ser 


Gin 


Asp 


Pro 


Tyr 


Pro 


Phe 


Tyr 


Ala 








260 










265 










270 






Asp 


Phe 


Arg 


Pre 



























275 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 54: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 673 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 4814 6 3 5 0 1 64 ) 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 354: 



Asn 


Phe 


Leu 


Leu 


Lys 


He 


Lys 


Asn 


Pro 


Tyr 


Lys 


Asn 


Pro 


Gly 


Val 


Lys 










5 










10 










15 




Gly 


Met 


Ser 


Phe 


Gly 


He 


Gly 


Ser 


Ala 


Cys 


Ser 


Ser 


Leu 


Trp 


Ser 


Arg 








20 










25 










30 






Leu 


Cys 


Gly 


Ser 


Ser 


Gly 


Ser 


Glu 


Gly 


Asn 


Ser 


Glu 


Glu 


Gly 


Val 


Thr 






35 










40 










45 








Ser 


Ser 


Gly 


Ser 


Asp 


Ala 


Ala 


Ser 


Gly 


Ser 


Gly 


Ala 


Ala 


Ser 


Ala 


Val 




50 










55 










60 










Cys 


Gin 


Gin 


Pro 


Thr 


Ser 


Ser 


Ala 


Ser 


Thr 


Glu 


Gly 


Asn 


Gly 


Pro 


Ser 


65 










70 










75 










80 


Val 


Gin 


He 


Pro 


Met 


Val 


Gly 


Thr 


Tyr 


Ser 


Ala 


Asn 


Val 


Gin 


Ser 


Leu 










85 










90 










95 




Val 


Asn 


Gin 


Gly 


His 


Gly 


Gly 


Arg 


Gly 


Phe 


Val 


Asn 


Arg 


Cys 


Tyr 


Gin 



1111 



100 

Lys Tyr Ser Ala Ser 
115 

Gly Asp Ser Val Asp 
130 

Pro Gin Gly Ser Gly 
145 

Gly Ala Val Leu Ser 
165 

Asp Leu Phe Gly Glu 
180 

Asp Gly Thr Ser Thr 
195 

Ala Ser Thr Ala Asp 
210 

Gly Ser Gin Gly Val 
225 

Tyr Ser Leu Ser Gly 
245 

Glu Ala Leu Lys Lys 
260 

Arg Pro Gly Leu Gly 
275 

Ser Ser Pro Asn Pro 
290 

Leu Thr Glu Leu Leu 
305 

Cys Ala Leu Leu Cys 
325 

Cys Gly Tyr Pro Ser 
340 

Ser Phe Gly Ala Leu 
355 

Glu Ser Pro Ala Glu 
370 

Lys Asp Leu Glu Met 
385 

His Asn Leu Gly lie 
405 

Asn Leu Pro Thr Pro 
420 

Ser Ser Leu Gly Lys 
435 

Gly Arg Leu Cys Ser 
450 

Arg Ala Leu Cys Ser 
465 

Gin Asp Leu Thr Ser 
485 

Gin Glu Ala Glu Asn 
500 

Ser Leu Gin Val Thr 
515 

Gly Leu Asn Thr Asp 
530 

Val Leu Ser Ala Ala 
545 

Pro Lys Gin lie Thr 
565 



105 

Gly Val Ser Leu Thr Ser 
120 

Gly Pro Leu Pro Ser Val 
135 

Ser Ser Ala Arg Gly Ala 
150 155 
Gly Met Ser Thr Leu Thr 
170 

Ser Gin lie Thr Asn Leu 
185 

Ser Ser Ser Pro Leu Arg 
200 

Leu lie Ala Leu Phe Leu 
215 

Asn Ser Pro Leu Val Ala 
230 . 235 

Ser Leu Asp Ala Lys Lys 
250 

Leu Gin Asn Asp Ala Pro 
265 

Glu Cys Cys Thr His Leu 
280 

He Val Ser Ala Val Gly 
295 

Met Leu Ala Ala Gin Ser 
310 315 
His Asp Ala Cys Lys Pro 
330 

Cys Gly Cys Ala Asp Gly 
345 

Val Cys Ser Cys Ala Glu 
360 

Glu Ala Asn Leu Glu Glu 
375 

Ala Val Gly Ser Thr Thr 
390 395 
Ser Phe Ser Asp Leu Val 
410 

Glu Gin Leu Glu Thr Ala 
425 

Leu Met Met Arg lie Thr 
440 

Cys Ala Gly lie Leu Asp 
455 

Gly Leu Ala Gly Gly Thr 
470 475 
Arg Val Lys Val lie Thr 
490 

Leu Asp Leu Glu Leu Leu 
505 

Gly Thr Glu Glu Asp Cys 
520 

Gin Leu Thr Met Leu Leu 
535 

lie Gly Asn Asp Arg Arg 
550 555 
Glu lie Leu Cys Val Cys 
570 



lie 


Ser 


lie 


Gly 


Ala 




125 








Val 


He 


Thr 


Gin 


Gin 


140 










Gly 


Ser 


Leu 


Gin 


Met 










160 


Gly 


Asn 


Ser 


He 


Phe 








175 




lie 


Gly 


Asp 


Ala 


Val 






190 






Asp 


Ala 


Thr 


Lys 


Gly 




205 








Ala 


Leu 


Gly 


Gly 


Ser 


220 










Thr 


Leu 


Leu 


Ser 


Arg 










240 


Leu 


Gin 


Glu 


Leu 


Leu 








255 




Thr 


Ser 


Asp 


Gly 


Ala 






270 






Cys 


Gly 


Ala 


Leu 


Ser 




285 








lie 


Ala 


G ly 


Thr 


oiy 


3 00 










Gin 


Arg 


Val 


Arg 


Lys 










320 


Cys 


Cys 


Ala 


Ser 


Ala 








1 "3 C 

Job 




Glu 


Gly 


Gly 


Cys 


L»iy 






T r n 






Leu 


Trp 


Cys 


Cys 


Gin 




3 65 








Tyr 


Ala 


Arg 


Lys 


Leu 


3 80 










Phe 


Met 


Leu 


Gly 


Leu 










400 


Lys 


Gly 


Asn 


Phe 


Thr 








415 




Cys 


Lys 


Asp 


Ala 


Val 






43 0 






His 


Glu 


Lys 


Trp 


Leu 




445 








Asn 


Pro 


Phe 


Trp 


Lys 


4 60 










His 


Met 


Leu 


Ser 


Leu 










480 


Ser 


Ser 


Gly 


Asn 


Lys 








495 




Leu 


Pro 


Ala 


Leu 


Ser 






510 






Asp 


Asp 


Glu 


Gly 


Gin 




525 








Cys 


Lys 


Phe 


Cys 


Ser 


540 










Pro 


He 


Trp 


Leu 


Thr 










560 


Met 


Val 


Met 


Ser 


Gly 



575 



1112 



He Ser He Val Gly Gly Pro Ser Asn Gin Ser Ala Glu Tyr Gin Glu 

580 585 590 

Phe Gin Asn Thr Val Met Gin Glu Ser Leu Thr His Leu Gin Ser Ser 

595 600 605 

Leu Arg Val Ser Lys Arg Thr Asn Asn Arg Thr Arg Ala Glu Val Arg 

610 615 620 

Lys Leu Val Val Lys Tyr Glu Ala Gin Ser Ser Phe Leu Ser Leu Leu 
625 630 635 640 

Glu Gly Leu Arg Asp Pro Asn Ser Lys Glu Ser Lys Asp Leu Met Arg 

645 650 655 

Glu Cys Phe Ala Ser Trp Ala Gin Lys Ala Gly Val Gin Ser Ser Ser 
660 665 670 

He 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 55: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 287 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 350423 351283 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 355: 



Leu 


Met 


Leu 


Lys 


He 


Asp 


Leu 


Thr 


Gly 


Lys 


He 


Ala 


Phe 


He 


Ala 


Gly 


1 








5 










10 










15 




He 


Gly 


Asp 


Asp 


Asn 


Gly 


Tyr 


Gly 


Trp 


Gly 


He 


Ala 


Lys 


Met 


Leu 


Ala 








20 










25 










30 






Glu 


Ala 


Gly 


Ala 


Thr 


He 


Leu 


Val 


Gly 


Thr 


Trp 


Val 


Pro 


He 


Tyr 


Lys 






35 










40 










45 








He 


Phe 


Ser 


Gin 


Ser 


Trp 


Glu 


Leu 


Gly 


Lys 


Phe 


Asn 


Ala 


Ser 


Arg 


Glu 




50 










55 










60 










Leu 


Ser 


Asn 


Gly 


Glu 


Leu 


Leu 


Thr 


Phe 


Ala 


Lys 


He 


Tyr 


Pro 


Met 


Asp 


65 










70 










75 










80 


Ala 


Ser 


Phe 


Asp 


Thr 


Pro 


Glu 


Asp 


He 


Pro 


Gin 


GlU 


He 


Leu 


Glu 


Asn 










85 










90 










95 




Lys 


Arg 


Tyr 


Lys 


Asp 


Leu 


Ser 


Gly 


Tyr 


Thr 


Val 


Ser 


Glu 


Val 


Val 


Glu 








100 










105 










110 






Gin 


Val 


Lys 


Lys 


Asp 


Phe 


Gly 


His 


He 


Asp 


He 


Leu 


Val 


His 


Ser 


Leu 






115 










120 










125 








Ala 


Asn 


Ser 


Pro 


GlU 


He 


Ala 


Lys 


Pro 


Leu 


Leu 


Asp 


Thr 


Ser 


Arg 


Lys 




130 










13 5 










140 










Gly 


Tyr 


Leu 


Ala 


Ala 


Leu 


Ser 


Thr 


Ser 


Ser 


Tyr 


Ser 


Phe 


He 


Ser 


Leu 


145 










150 










155 










160 


Leu 


Ser 


His 


Phe 


Gly 


Pro 


He 


Met 


Asn 


Ala 


Gly 


Ala 


Ser 


Thr 


He 


Ser 










165 










170 










175 




Leu 


Thr 


Tyr 


Leu 


Ala 


Ser 


Met 


Arg 


Ala 


Val 


Pro 


Gly 


Tyr 


Gly 


Gly 


Gly 








180 










185 










190 






Met 


Lys 


Pro 


Ala 


Lys 


Ala 


Ala 


Leu 


Glu 


Ser 


Asp 


Thr 


Lys 


Val 


Leu 


Ala 






195 










200 










205 








Trp 


Glu 


Ala 


Gly 


Arg 


Arg 


Trp 


Gly 


Val 


Arg 


Val 


Asn 


Thr 


He 


Ser 


Ala 




210 










215 










220 










Gly 


Pro 


Leu 


Ala 


Ser 


Arg 


Ala 


Gly 


Lys 


Ala 


He 


Gly 


Phe 


He 


Glu 


Arg 
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225 230 235 240 

Met Val Asp Tyr Tyr Gin Asp Trp Ala Pro Leu Pro Ser Pro Met Glu 

245 250 255 

Ala Glu Gin Val Gly Ala Ala Ala Ala Phe Leu Val Ser Pro Leu Leu 

. 260 265 270 

Ala Gin Leu Arg Glu Lys Leu Ser Met Trp lie Thr Glu Pro Met 
275 280 285 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 56: 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 98 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 5 13 1 4 3 522 07 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 356: 



Met 


Ser 


Leu 


Gin 


Lys 


Leu 


Leu 


Val 


Thr 


Asp 


He 


Asp 


Gly 


Thr 


He 


Thr 


1 








b 










i n 










15 




His 


Gin 


Ser 


His 

*"> r\ 


Leu 


Leu 


His 


Asp 


Arg 


Val 


Val 


Lys 


Ala 


Leu 
30 


His 


Gin 


Tyr 


Tyr 


Asp 


Ser 


Gly 


Trp 


Gin 


Leu 


Phe 


Phe 


Leu 


Thr 


Gly 


Arg 


Tyr 


Phe 




35 










40 










45 








Ser 


Tyr 
50 


Ala 


Tyr 


Pro 


Leu 


Phe 
55 


Gin 


Asn 


Phe 


Ser 


Val 
60 


Pro 


Phe 


Leu 


Leu 


Gly 


Ser 


Gin 


Asn 


Gly 


Ser 


Ser 


Val 


Trp 


Ser 


Ser 


Thr 


Asp 


Lys 


Glu 


Phe 


65 










70 










75 










80 


He 


Tyr 


Phe 


Arg 


Ser 


Leu 


Ser 


Arg 


Asp 


Phe 


Leu 


Cys 


Val 


Leu 


Glu 


Lys 








85 










90 










95 




Tyr 


Phe 


Glu 


Asp 


Leu 


Asp 


Leu 


He 


Ala 


Cys 


He 


Glu 


Ser 


Gly 


Ala 


Ser 






100 










105 










110 






Asn 


Arg 


Asp 
115 


Val 


Tyr 


Phe 


Arg 


Lys 
120 


Gly 


Leu 


Gly 


Lys 


Thr 
125 


Ser 


Gin 


Glu 


Leu 


Lys 
130 


Ala 


He 


Leu 


Asp 


Ala 
135 


Val 


Tyr 


Phe 


Pro 


Thr 
140 


Pro 


Glu 


Ala 


Ala 


Arg 


Leu 


Leu 


Val 


Asp 


Val 


Gin 


Gly 


His 


Leu 


Ser 


Glu 


Glu 


Phe 


Ser 


Tyr 


145 










150 










155 










160 


Glu 


Asp 


Phe 


Ala 


He 


Ala 


Lys 


Phe 


Phe 


Gly 


Glu 


Arg 


Glu 


Glu 


Val 


Lys 








165 










170 










175 




Lys 


He 


Met 


Asp. 


Arg 


Phe 


He 


Gin 


Ser 


Pro 


Glu 


Val 


Ser 


Ser 


Gin 


Val 






180 










185 










190 






Thr 


Met 


Asn 
195 


Tyr. 


Met 


Arg 


Trp 


Pro 
200 


Phe 


Asp 


Phe 


Lys 


Tyr 
205 


Ala 


Val 


Leu 


Leu 


Leu 
210 


Thr 


Leu 


Lys 


Asp 


Val 
215 


Ser 


Lys 


Gly 


Phe 


Ala 
220 


Val 


Asp 


Gin 


Val 


Val 


Gin 


Thr 


Phe 


Tyr 


Lys 


Glu 


Asn 


Lys 


Pro 


Phe 


He 


Met 


Ala 


Ser 


Gly 


225 










230 










235 










240 


Asp 


Asp 


Val 


Asn 


Asp 


He 


Asp 


Leu 


Leu 


Ser 


Arg 


Gly 


Asp 


Phe 


Lys 


He 








245 










250 










255 




Val 


He 


Gin 


Thr 
260 


Ala 


Pro 


GlU 


Glu 


Met 
265 


His 


Gly 


Leu 


Ala 


Asp 
270 


Phe 


Leu 


Ala 


Pro 


Pro 
275 


Ala 


Lys 


Asp 


Leu 


Gly 
280 


He 


Leu 


Ser 


Ala 


Trp 
285 


Glu 


Ala 


Gly 



1114 



Glu Leu Arg Tyr Lys Gin Leu Val Asn Pro 
290 295 



(2) INFORMATIONS POUR LA SEQ ID NO: 357: 

<i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 161 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 52245 3 52727 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 357: 



Asp 


Pro 


Ala 


Arg 


Lys 


Arg 


Ser 


Phe 


Met 


Leu 


Arg 


Leu 


Phe 


Gin 


His 


He 


1 








5 










10 










15 




Leu 


Cys 


Phe 


Leu 


Glu 


Glu 


Val 


Pro 


Ser 


Phe 


Val 


Asp 


Val 


Leu 


Gin 


Glu 








20 










25 










30 






Leu 


Ser 


Phe 


Val 


Asn 


Glu 


Ala 


Phe 


Ser 


Gly 


Ser 


Met 


Arg 


Trp 


Glu 


Val 






35 










40 










45 








Gly 


Lys 


Met 


Leu 


Gly 


Ser 


Leu 


Leu 


Leu 


Leu 


Leu 


Gly 


He 


Phe 


Gly 


Gly 




50 










55 










60 










Gly 


Cys 


Leu 


Leu 


Phe 


Arg 


Arg 


Phe 


Leu 


Arg 


Ser 


Arg 


Gly 


His 


Leu 


Pro 


65 










70 










75 










80 


Ser 


Gly 


Asn 


Ser 


Ser 


He 


Lys 


He 


Leu 


Asp 


Gin 


Arg 


Val 


Leu 


Ala 


Ser 










85- 










90 










95 




Lys 


Thr 


Ser 


lie 


Tyr 


Val 


He 


Lys 


Val 


Ala 


Asn 


Lys 


Thr 


Leu 


Val 


Val 








100 










105 










110 






Ala 


Glu 


Arg 


Gly 


Glu 


Arg 


Val 


Thr 


Leu 


Leu 


Ser 


Glu 


Phe 


Pro 


Pro 


Asn 






115 










120 










125 








Thr 


Asp 


Leu 


Asn 


Glu 


Leu 


He 


Gin 


Lys 


Asp 


Gin 


Lys 


Lys 


Pro 


Ser 


Thr 




130 










135 










140 










Ser 


Arg 


Gly 


GlU 


Met 


Leu 


Ser 


Gly 


Phe 


Leu 


Lys 


Gin 


Phe 


Lys 


Glu 


Lys 


145 










150 










155 










160 



Lys 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 58: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 119 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 3 533 05 3 53 661 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 3 58: 

Met Phe Gly Val Gly He Asp He He Glu He Asp Arg He Arg Lys 

1.5 10 15 

Ser Tyr Gin Thr Tyr Gly Asp Arg Phe Leu Lys Lys He Phe Thr Glu 
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20 25 30 



Gly 


Glu 


Arg 


Val 


Tyr 


Cys 


Phe 


Ser 


Lys 


Ser 


Asn 


Pro 


Tyr 


Ala 


Ser 


Leu 






35 










40 










45 








Ala 


Ala 


Arg 


Phe 


Ala 


Ala 


Lys 


Glu 


Ala 


Val 


Ala 


Lys 


Ala 


Leu 


Gly 


Thr 




50 










55 










60 










Gly 


He 


Gly 


Lys 


Leu 


Leu 


Lys 


Trp 


Lys 


Glu 


He 


Glu 


Met 


Arg 


Arg 


Asp 


65 










70 










75 










80 


Ser 


Arg 


Gin 


Pro 


Gin 


Val 


Val 


Val 


Pro 


Glu 


Ala 


Leu 


Leu 


Cys 


Ser 


Leu 










85 










90 










95 




Gly 


Val 


Lys 


Arg 


Val 


Leu 


Leu 


Ser 


Val 


Ser 


His 


Ser 


Arg 


Glu 


Tyr 


Ala 








100 










105 










110 






Thr 


Ala 


Val 


Ala 


He 


Ala 


Glu 





















115 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 59: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 183 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 3 53 67 0 3 542 18 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 359: 



Val 


Leu 


Ala 


Lys 


Gly 


Arg 


Asn 


Thr 


Cys 


Ala 


Val 


Cys 


Asp 


Gly 


Ala 


Ser 


1 








5 










10 










15 




Pro 


He 


Phe 


Arg 


Asp 


Lys 


Asp 


Leu 


Phe 


Val 


Val 


Gly 


Gly 


Gly 


Asp 


Ser 








20 










25 










30 






Ala 


Leu 


Glu 


Glu 


Ala 


Met 


Phe 


Leu 


Thr 


Arg 


Tyr 


Gly 


Lys 


Arg 


Val 


Phe 






35 










40 










45 








Val 


Val 


His 


Arg 


Arg 


Asp 


Thr 


Leu 


Arg 


Ala 


Ser 


Lys 


Val 


Met 


Val 


Asn 




50 










55 










60 










Lys 


Ala 


Gin 


Ala 


Asn 


Glu 


Lys 


He 


Phe 


Phe 


Leu 


Trp 


Asn 


Ser 


Glu 


He 


65 










70 










75 










80 


Val 


Lys 


He 


Ser 


Gly 


Asp 


Thr 


Leu 


Val 


Arg 


Ser 


He 


Asp 


He 


Tyr 


Asn 










85 










90 










95 




Asn 


Val 


Asp 


Lys 


Thr 


Thr 


Thr 


Thr 


Met 


Glu 


Ala 


Ala 


Gly 


Val 


Phe 


Phe 








100 










105 










110 






Ala 


He 


Gly 


His 


Gin 


Pro 


Asn 


Thr 


Ala 


Phe 


Leu 


Gly 


Gly 


Gin 


Val 


Ala 






115 










120 










125 








Leu 


Asp 


Glu 


Asn 


Gly 


Tyr 


He 


He 


Thr 


Glu 


Lys 


Gly 


Ser 


Ser 


Arg 


Thr 




130 










135 










140 










Ser 


Val 


Pro 


Gly 


Val 


Phe 


Ala 


Ala 


Gly 


Asp 


Val 


Gin 


Asp 


Lys 


Tyr 


Tyr 


145 










150 










155 










160 


Arg 


Gin 


Ala 


He 


Thr 


Ser 


Ala 


Gly 


Ser 


Gly 


Cys 


Met 


Ala 


Ala 


Leu 


Asp 








165 










170 










175 




Val 


Glu 


Arg 


Phe 


Leu 


Glu 


Asn 





















180 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 60: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 
(A) LONGUEUR: .155 acides amines 



1116 



(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 3 54 140 3 54 604 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 3 60: 



Met 


Thr 


His 


Ala 


Lys 


Leu 


Val 


He 


He 


Gly 


Ser 


Gly 


Pro 


Ala 


Gly 


Tyr 


1 








5 










10 










15 




Thr 


Ala 


Ala 


He 


Tyr 


Ala 


Ser 


Arg 


Ala 


Leu 


Leu 


Thr 


Pro 


Val 


Leu 


Phe 








20 










25 










30 






Glu 


Gly 


Phe 


Phe 


Ser 


Gly 


He 


Ala 


Gly 


Gly 


Gin 


Leu 


Met 


Thr 


Thr 


Thr 






35 










40 










45 








Glu 


Val 


Glu 


Asn 


Phe 


Pro 


Gly 


Phe 


Pro 


Glu 


Gly 


Val 


Leu 


Gly 


His 


Gin 




50 










55 










60 










Leu 


Met 


Asp 


Leu 


Met 


Lys 


Thr 


Gin 


Ala 


Gin 


Arg 


Phe 


Gly 


Thr 


Gin 


Val 


65 










70 










75 










80 


Leu 


Ser 


Lys 


Asp 


He 


Thr 


Ala 


Val 


Asp 


Phe 


Ser 


Val 


Arg 


Pro 


Phe 


Val 










85 










90 










95 




Leu 


Lys 


Ser 


Gly 


Glu 


GlU 


Thr 


Phe 


Thr 


Cys 


Asp 


Ala 


Cys 


He 


He 


Ala 








100 










105 










110 






Thr 


Gly 


Ala 


Ser 


Ala 


Lys 


Arg 


Leu 


Ser 


He 


Pro 


Gly 


Ala 


Gly 


Asp 


Asn 






115 










120 










125 








Glu 


Phe 


Trp 


Gin 


Lys 


Gly 


Val 


Thr 


Leu 


Ala 


Leu 


Phe 


Val 


Thr 


Glu 


Pro 




130 










135 










140 










Leu 


Pro 


Phe 


Phe 


Val 


Thr 


Lys 


He 


Cys 


Leu 


Leu 












145 










150 










155 













(2) INFORMATIONS POUR LA SEQ ID NO: 3 61: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 53 8 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) H YPOTHETI QUE : ou i 



(viii) POSITION DANS LE GENOME: 3 55059 3 56672 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 3 61: 



Leu 


Tyr 


Ala 


He 


His 


Gly 


Phe 


Thr 


Ala 


Thr 


GlU 


Glu 


Glu 


Pro 


Thr 


Ser 


1 








5 










10 










15 




Glu 


Val 


His 


Pro 


Gly 


Ala 


He 


Leu 


Lys 


Gly 


Thr 


Val 


Val 


Asp 


He 


Ser 








20 . 










25 










30 






Lys 


Asp 


Phe 


Val 


Val 


Val 


Asp 


Val 


Gly 


Leu 


Lys 


Ser 


Glu 


Gly 


Val 


He 






35 










40 










45 








Pro 


Met 


Ser 


Glu 


Phe 


He 


Asp 


Ser 


Ser 


Glu 


Gly 


Leu 


Thr 


Val 


Gly 


Ala 




50 










55 










60 










Glu 


Val 


Glu 


Val 


Tyr 


Leu 


Asp 


Gin 


Thr 


GlU 


Asp 


Asp 


Glu 


Gly 


Lys 


Val 


65 










70 










75 










80 


Val 


Leu 


Ser 


Arg 


Glu 


Lys 


Ala 


Thr 


Arg 


Gin 


Arg 


Gin 


Trp 


Glu 


Tyr 


He 










85 










90 










95 




Leu 


Ala 


His 


Cys 


Glu 


Glu 


Gly 


Ser 


He 


Val 


Lys 


Gly Gin 


He 


Thr 


Arg 
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100 










IOC 

105 










1 1U 






Lys 


Val 


Lys 


Gly 


Gly 


Leu 


He 


Val 


Asp 


He 


Gly 


Met 


Glu 


Ala 


Phe 


Leu 






115 




















IOC 

12b 








Pro 


Gly 


Ser 


Gin 


He 


Asp 


Asn 


Lys 


Lys 


He 


Lys 


Asn 


Leu 


Asp 


Asp 


Tyr 




130 










1 ~3 C 
1j J 










i a n 
14 U 










Val 


Gly 


Lys 


Val 


Cys 


Glu 


Phe 


Lys 


He 


Leu 


Lys 


He 


Asn 


val 


Asp 


Arg 


145 










150 










-ICC 

155 










loU 


Arg 


Asn 


Val 


Val 


Val 


Ser 


Arg 


Arg 


Glu 


Leu 


Leu 


Glu 


Ala 


Glu 


Arg 


He 








165 










170 










1 / b 




Ser 


Lys 


Lys 


Ala 


Glu 


Leu 


He 


Glu 


Gin 


He 


Thr 


I le 


Gly 


Glu 


Arg 


Arg 








180 










-IOC 

185 










i y u 






Lys 


Gly 


lie 


Val 


Lys 


Asn 


He 


Thr 


Asp 


Phe 


Gly 


Val 


Phe 


Leu 


Asp 


Leu 






195 










2 00 










one 
2 U3 








Asp 


Gly 


lie 


Asp 


Gly 


Leu 


Leu 


His 


He 


Thr 


Asp 


Met 


Thr 


Trp 


Lys 


Arg 




210 










215 










220 










lie 


Arg 


His 


Pro 


Ser 


Glu 


Met 


Val 


Glu 


Leu 


Asn 


Gin 


Glu 


Leu 


LjIU 


vai 


225 








230 










235 










24 U 


lie 


lie 


Leu 


Ser 


Val 


Asp 


Lys 


Glu 


Lys 


Gly Arg 


Val 


Ala 


Leu 


Gly 


Leu 










245 










OCA 

2 bU 










2 b b 




Lys 


Gin 


Lys 


Glu 


His 


Asn 


Pro 


Trp 


Glu 


Asp 


lie 


Glu 


Lys 


Lys 


Tyr 


Pro 






26 0 










2 65 










2 / U 






Pro 


Gly 


Lys 


Arg 


Val 


Arg 


Gly 


Lys 


He 


val 


Lys 


Leu 


Leu 


Pro 


Tyr 


Gly 






275 










280 










285 








Ala 


Phe 


lie 


Glu 


He 


Glu 


Glu 


Gly 


He 


Glu 


Gly 


Leu 


He 


His 


Val 


Ser 




290 










295 










3 00 










Glu 


Met 


Ser 


Trp 


Val 


Lys 


Asn 


He 


Val 


Asp 


Pro 


Asn 


Glu 


Val 


val 


Asn 


305 










310 










315 










ion 

J £ u 


Lys 


Gly 


Asp 


Glu 


Val 


Glu 


Val 


Val 


Val 


Leu 


Ser 


He 


Gin 


Lys 


Asp 


CjIU 






325 










330 










J J b 




Gly 


Lys 


lie 


Ser 


Leu 


Gly 


Leu 


Lys 


Gin 


Thr 


Lys 


His 


Asn 


Pro 


Trp 


Asp 




340 










1 A C 










Ten 
-J ID U 






Asn 


lie 


Glu 


Glu 


Lys 


Tyr 


Pro 


I le 


Gly 


Leu 


Arg 


Val 


Thr 


Ala 


Glu 


lie 






3 55 










n r A 

3 50 










J O b 








Lys 


Asn 


Leu 


Thr 


Asn 


Tyr 


Gly 


Ala 


Phe 


Val 


Glu 


Leu 


Glu 


Pro 


Gly 


lie 


370 










37 5 










"3 o n 










Glu 


Gly 


Leu 


lie 


His 


He 


Ser 


Asp 


Met 


Ser 


Trp 


He 


Lys 


Lys 


Val 


Ser 


385 








390 










395 










/inn 
4 U U 


His 


Pro 


Ser 


Glu 


Leu 


Phe 


Lys 


Lys 


Gly 


Asn 


Thr 


Val 


Glu 


Ala 


vai 


lie 










405 










410 










Jl 1 c 




Leu 


Ser 


Val 


Asp 


Lys 


Glu 


Ser 


Lys 


Lys 


He 


Thr 


Leu 


Gly 


Val 


Lys 


g in 








420 










A T C 










a ~i n 

ft J u 






Leu 


Thr 


Pro 


Asn 


Pro 


Trp 


Asp 


Glu 


He 


Glu 


Ala 


Met 


Pne 


Pro 


vai 


Gly 






435 










440 










A A C. 

44b 








Ser 


Asp 


lie 


Ser 


Gly 


Val 


Val 


Thr 


Lys 


He 


Thr 


Ala 


pne 


v^iy 


Aia 


rTie 




450 










/ICC 
4 D D 










you 










Val 


Glu 


Leu 


Gin 


Asn 


Gly 


He 


Glu 


Gly 


Leu 


He 


His 


Val 


Ser 


Glu 


Leu 


465 










470 










475 










480 


Ser 


Glu 


Lys 


Pro 


Phe 


Ala 


Lys 


He 


Glu 


Asp 


Val 


Leu 


Ser 


He 


Gly 


Asp 










485 










490 










495 




Lys 


Val 


Ser 


Ala 


Lys 


Val 


He 


Lys 


Leu 


Asp 


Pro 


Asp 


His 


Lys 


Lys 


Val 






500 










505 










510 






Ser 


Leu 


Ser 


He 


Lys 


Glu 


Phe 


Leu 


Ala 


His 


Gly 


Gly 


Asp 


Ala 


Gly 


His 






515 










520 










525 








Asp 


Ala 


Glu 


Glu 


Glu 


Ser 


Ser 


Asp 


Arg 


Asp 















530 535 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 62: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 19 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 3 5 67 9 3 3 57 3 77 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 362: 



Met 


Asn 


Lys 


Asp 


Leu 


Val 


Ala 


He 


Phe 


Asp 


Tyr 


Met 


Glu 


Arg 


Glu 


Lys 


1 








5 










10 










15 




Gly 


He 


Gin 


Arg 


Ser 


Thr 


He 


Val 


Gly 


Ala 


He 


Glu 


Ser 


Ala 


Leu 


Lys 








20 










25 










30 






He 


Ala 


Ala 


Lys 


Lys 


Thr 


Leu 


Arg 


Asp 


Asp 


Ala 


Asn 


Val 


Ser 


Val 


Ser 






35 










40 










45 








He 


Asn 


Pro 


Arg 


Thr 


Gly 


Asp 


He 


Glu 


Val 


Phe 


Cys 


Glu 


Lys 


Gin 


He 




50 










55 










60 










Val 


Glu 


Lys 


Cys 


Gin 


Asn 


Pro 


Ser 


Lys 


Glu 


He 


Pro 


Leu 


Asp 


Lys 


Ala 


65 










70 










75 










80 


Arg 


Glu 


Tyr 


Asp 


Pro 


Asp 


Cys 


Gin 


He 


Gly 


Gin 


Tyr 


Met 


Asp 


Val 


Pro 










85 










90 










95 




Phe 


He 


Ser 


Asp 


Gin 


Phe 


Gly 


Arg 


He 


Ala 


Ala 


His 


Ala 


Ala 


Arg 


Gin 








100 










105 










110 






He 


He 


Gly 


Gin 


Lys 


Leu 


Arg 


His 


Ala 


Glu 


Arg 


Asp 


Val 


He 


Tyr 


Glu 






115 










120 










125 








Glu 


Tyr 


Arg 


His 


Arg 


Lys 


Asn 


Glu 


He 


He 


Ser 


Gly 


Val 


Val 


Lys 


Ser 




130 










135 










140 










Phe 


Ala 


Arg 


Gly 


Ala 


Asn 


Leu 


Val 


Val 


Asp 


Leu 


Gly 


Lys 


Val 


Glu 


Gly 


145 










150 










155 










160 


Leu 


Leu 


Pro 


Ala 


Arg 


Phe 


Tyr 


Pro 


Lys 


Thr 


Glu 


Lys 


His 


Lys 


Val 


Gly 










165 










170 










175 




Asp 


Lys 


He 


Tyr 


Ala 


Leu 


Leu 


Tyr 


Glu 


Tyr 


Arg 


Asn 


Leu 


Lys 


Met 


Val 








180 










185 










190 







Glu Leu Lys 
195 



(2) INFORMATIONS POUR LA SEQ ID NO: 363: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 256 acidea. amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 3 573 2 6 3 580 93 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 363: 

Asp Leu Cys Ala Ser Leu Arg Val Gin Glu Ser Glu Asn Gly Gly Ala 

1.5. 10 15 

Glu Val He Leu Ser Arg Ser His Pro Glu Phe Val Lys Gin Leu Phe 

20 25 30 

Val Gin Glu Val Pro Glu Leu Glu Glu Gly Ser Val Glu He Val Lys 
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35 

lie Ala Arg Glu Ala 
50 

Asp Pro Gin Thr Asp 
65 

Arg lie Lys Asn lie 
85 

Val Asn Tyr Ser Pro 
100 

Pro Val Glu He Gin 
115 

Ala He He Val Gin 
130 

Gly He Asn Ala Arg 
145 

Val Gin Arg Met Ser 
165 

Gin Leu Ala Glu Phe 
180 

Glu Gly He Asn Thr 
195 

Asp Thr He Arg Lys 
210 

Val Pro Gly lie Ser 
225 

Ser Lys Tyr Gly Glu 
245 



40 

Gly Tyr Arg Thr Lys 
55 

Ala Val Gly Ala Phe 
70 

He Arg Glu Leu Asn 
90 

Val Ser Thr Glu Leu 
105 

Lys He Ala He Leu 
120 

Asp Ser Asp Tyr Ala 
135 

Leu He Ser ' Gin He 
150 

Glu Tyr Asn Lys Leu 
170 

Glu Asp Pro Arg Leu 
185 

Leu He Val Gin Asn 
200 

He Leu Leu Ala Ser 
215 

Leu Glu Leu Ala Tyr 
230 

Gly Lys Val Asp Glu 
250 



Met 


Ala 


Val 


Arg 


Ser 


Ser 




60 










Val 


Gly 


Met 


Arg 


Gly 


Ser 


75 










80 


Asp 


Glu 


Lys 


He 


Asp 


Val 










95 




Leu 


Gin 


Asn 


Leu 


Leu 


Tyr 








110 






Glu 


Asp 


Asp 


Lys 


Val 


He 






125 








Thr 


Val 


He 


Gly 


Lys 


Arg 




140 










Leu 


Gly 


Tyr 


Glu 


Leu 


Glu 


155 










160 


Leu 


Glu 


He 


Gin 


Arg 


Leu 










175 




Asp 


Gin 


Pro 


Leu 


Glu 


Val 








190 






Leu 


Glu 


His 


Ala 


Gly 


Tyr 






205 








Ala 


Ser 


Glu 


Leu 


Ala 


Ser 




220 










Lys 


He 


Leu 


Glu 


Gin 


Val 


235 










240 


Lys 


Pro 


Gin 


Xaa 


Glu 


Asp 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 64: 

(i) C ARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 897 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 358053 360743 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 364: 



Met 


Glu 


Lys 


Ala 


Lys 


Leu 


Thr 


Lys 


Asn 


Leu 


Lys 


Xaa 


Lys 


He 


Lys 


Asn 


1 






5 










10 










15 




Ala 


Gin 


Leu 


Thr 


Lys 


Ala 


Xaa 


Gly 


Leu 


Asp 


Lys 


Leu 


Lys 


Gin 


Lys 


Leu 








20 










25 










30 






Ala 


Gin 


Ala 


Gly 


Ser 


Ser 


Asp 


Thr 


Lys 


Asn 


Ser 


Pro 


Ala 


Ser 


Lys 


Ala 






35 










40 










45 








Gin 


Thr 


Lys 


Glu 


Lys 


Ser 


Ser 


Lys 


Lys 


Thr 


Ala 


Gly 


Thr 


Pro 


Ala 


Pro 




50 










55 










60 










Ala 


Pro 


Glu 


Val 


Asp 


Leu 


Gly 


Ala 


Thr 


Glu 


Ser 


Thr 


Ala 


Arg 


Arg 


He 


65 










70 










75 










80 


Arg 


Ala 


Lys 


Asp 


Arg 


Ser 


Ser 


Phe 


Ala 


Ala 


GlU 


Pro 


Thr 


Val 


Thr 


Thr 








85 










90 










95 




Ala 


Leu 


Pro 


Gly 


Asp 


Ala 


Ser 


His 


Leu 


Thr 


Leu 


Asp 


Ala 


He 


Pro 


Ala 








100 










105 










110 






He 


Lys 


Ala 


Pro 


Glu 


He 


Thr 


Ser 


Val 


Thr 


Gin 


Lys 


Glu 


Gin 


Thr 


Leu 




115 










120 










125 
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Arg Glu Cys Thr 
130 

Ser Ser Glu Glu 
145 

Pro lie lie Arg 

Pro Lys Phe Gly 
180 

Thr Phe Lys Ala 
195 

Thr Thr Gin Gin 
210 

Lys Gin Gin Pro 
225 

Ser Tyr Arg Arg 

Gly Ser Glu Arg 
260 

Phe Thr Gly Arg 
275 

Asp Lys Trp Arg 
290 

Glu His Val Val 
305 

Thr Val Lys Asp 

lie Gin Lys Leu 
340 

Leu Asp Ser Gin 
355 

Thr lie Glu lie 
370 

Asn Thr Val Arg 
385 

lie Arg Ser Pro 

Thr Thr lie lie 
420 

Ala Gly Ala lie 
435 

Val Gly Glu lie 
450 

Ala Met Arg Ala 
465 

Val Ala Gly Asp 

His Ala Lys Gly 
500 

Asp Lys Pro Lys 
515 

lie Arg Ser Leu 
530 

Asn Thr Ser Ala 
545 

Leu Ala Leu Gin 

Arg Ala Arg Gly 
580 

Ala Val Ala Thr 



Asp Thr Ser Ser 
135 

Thr Ser Pro Glu 
150 

Thr Arg Thr Glu 
165 

Pro Thr Gly Lys 

Pro Ala Lys Glu 
200 

Gin Pro Arg Gin 
215 

Ser Gly Thr Ser 
230 

Glu Ser Thr Ser 
245 

Asp Arg Ser Lys 

Asp Arg Tyr Gly 
280 

Lys Lys Arg Val 
295 

Gin Cys Pro Ala 
310 

Leu Ala Ala Glu 
325 

Phe lie His Gly 

Thr Val Val Glu 
360 

Asp Ser Ser Ala 
375 

Asp Glu Val Asn 
390- 

lie Val Ala Phe 
405 

Asp Ala Leu Arg 

Thr Gin His Thr 
440 

Thr Val Leu Asp 
455 

Arg Gly Ala Glu 

470 _ 
Glu Gly lie Lys 
485 

Ala Asn lie Thr 

Leu Gin Cys Arg 
520 

Leu Pro Glu Ala 
535 

Lys Thr Gly Glu 
550 

Ala Glu Val Leu 
565 

Leu Val lie Glu 
Val Leu Val Gin 



Val Gin Gin Glu 
140 

Thr Pro Glu Arg 
155 

Pro Lys Ser Val 
170 

His lie Asn His 
185 

Thr Lys Ala Ala 

Asn Asp Ala Ala 
220 

Ser Arg Pro Ala 
235 

Asn Asn Asn Asn 
250 

Arg Ser Asp Glu 

265 • 

Leu Asn Glu Gly 

His Lys Thr Lys 
300 

His lie Lys lie 
315 

Met Lys Leu Lys 
330 

Met Thr Tyr Val 
345 

Tyr lie Gly Leu 

Lys Glu Lys Leu 
380 

Ala Thr Asp Pro 
395 

Met Gly His Val 
410 

Gin Ser Asn Met 
425 

Gly Ala Phe Lys 

Thr Pro Gly His 
460 

Val Cys Asp lie 
475 

Glu Gin Thr lie 
490 

lie Val Val Ala 
505 

Asn Ser Val Pro 

Trp Gly Gly Ser 
540 

Gly Leu Gin Asp 
555 

Glu Leu Lys Ala 
570 

Ser Glu Leu His 
585 

Asn Gly Thr Leu 



Glu Lys Lys Glu 

lie Glu Glu Thr 
160 

Val Ser lie Lys 
175 

Leu Leu Ala Lys 
190 

Ser Thr Glu Glu 
205 

Ser His Asn Asn 

Ser Ser Ala Pro 
240 

Asn Ala Lys Arg 
255 

Ser Val Lys Ala 
270 

Ser Ser Glu Glu 
285 

Lys Gin Ala Glu 

Ala Leu Pro lie 
320 

Ala Ser Glu Leu 
335 

Val Asn Asp Val 
350 

Glu Phe Gly Cys 
365 

Cys Leu Val Glu 

Glu Lys Leu lie 
400 

Asp His Gly Lys 
415 

Ala Ala Ser Glu 
430 

Cys Thr Thr Pro 
445 

Glu Ala Phe Ser 

Val Val Leu Val 
480 

Glu Ala lie Glu 
495 

lie Asn Lys Cys 
510 

Ser Val Ser Arg 
525 

lie Ala Thr He 

Leu Leu Glu Met 
560 

Asp Pro Ser Ala 
575 

Lys Gly Leu Gly 
590 

His Leu Gly Glu 
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595 










600 










c n c 
bU b 








Ala 


Leu 


Val 


Phe 


Asn 


Asp 


Cys 


Tyr 


Gly 


Lys 


Val 


Lys 


Thr 


Met 


HIS 


Asp 




610 










bib 










con 
bz 0 










Glu 


His 


Asn 


Gin 


Leu 


Leu 


Gin 


Ser 


Ala 


Thr 


Pro 


Ser 


inr 


Pro 


val 


Leu 


625 










63 0 










C *5 C 

b J b 










C A A 

b40 


lie 


Thr 


Gly 


Leu 


Ser 


Ala 


He 


Pro 


Lys 


Ala 


Gly 


Asp 


Pro 


t~) V-> /~i 

Fne 


lie 


vai 










64 5 










c c a 
b b 0 










bb b 




Val 


Lys 


Asn 


Glu 


Lys 


Val 


Ala 


Lys 


Glu 


He 


I le 


Ser 


Ala 


Arg 


Leu 


Ala 








660' 










c. c c: 
bob 










D / u 






Gly 


Gin 


Gin 


Arg 


Ser 


Ala 


Ala 


Leu 


Gin 


Lys 


Lys 


Arg 


Pro 


Asn 


Phe 


Asp 






675 










680 










c o c 
bob 








Ala 


Val 


Leu 


Gin 


Asn 


Lys 


Lys 


Thr 


Leu 


Lys 


Leu 


Tim 

I le 


lie 


Lys 


Ala 


Asp 




690 










69 5 










*"? A A 
/ 0 0 










Val 


Gin 


Gly 


Ser 


He 


Glu 


Ala 


Leu 


Ala 


His 


Ser 


lie 


Leu 


Asn 


lie 


Arg 


705 










710 










7 15 












Ser 


Glu 


Lys 


Val 


Asp 


Val 


Glu 


He 


Leu 


Ser 


Ser 


Gly 


Val 


Gly 


Asp 


lie 










725 










1 O A. 

/JO 










TIC 

/ J b 




Ser 


Glu 


Ser 


Asp 


lie 


Arg 


Leu 


Ala 


Ser 


Ala 


Ser 


Lys 


Ala 


Thr 


Val 


He 








740 










74 5 










T r r\ 

/ b 0 






Gly 


Phe 


His 


Thr 


Ser 


Val 


Glu 


Ser 


His 


Ala 


Glu 


Pro 


Leu 


He 


Lys 


Asn 




755 










7 60 










/ bb 








Leu 


Asn 


Val 


Lys 


Val 


Cys 


Leu 


Phe 


Asp 


He 


He 


Tyr 


His 


Ala 


Val 


Asp 




770 










77 5 










Ton 
/ o 0 










Ala 


lie 


Lys 


Glu 


He 


Met 


Thr 


Gly 


Leu 


Leu 


Asp 


Pro 


1 le 


Ala 


CjIU 


CjIU 


785 










79 0 










/ y b 










O U U 


Lys 


Asn 


Leu 


Gly 


Ala 


Ala 


Glu 


He 


Lys 


Ala 


Thr 


Pne 


Lys 


Ser 


Ser 


Gin 










805 










o 1 n 

o 1 0 










O JL D 




Leu 


Gly 


Thr 


lie 


Tyr 


Gly 


Cys 


Leu 


Val 


Thr 


Glu 


Gly 


Thr 


Val 


Val 


Arg 








820 










825 










830 






Asn 


Gin 


Lys 


He 


Arg 


He 


He 


Arg 


Asp 


Lys 


Glu 


Val 


Leu 


Trp 


Lys 


Gly 






835 










840 










845 








Ser 


Leu 


Ser 


Ser 


Leu 


Lys 


Arg 


Leu 


Lys 


Glu 


Asp 


Val 


Lys 


Glu 


Val 


Lys 




850 










855 










860 










Lys 


Gly 


Met 


Giu 


Cys 


Gly 


He 


Leu 


Leu 


Asp 


Asn 


Tyr 


Gin 


Gin 


Ala 


Gin 


865 










870 










875 










880 


Val 


Gly 


Asp 


He 


Leu 


Gin 


Cys 


Tyr 


Glu 


Val 


He 


Tyr 


His 


Pro 


Gin 


Thr 










385 










890 










895 





Leu 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 65: 

(i) CARACTERISTIQUES DE -LA SEQUENCE :. 

(A) LONGUEUR: ■ 123 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 3 6 07 53 . . 3 6 1 12 1 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 3 65: 

Met Ala Glu Asn Arg Arg Met Lys Lys Val Asn Ala Met Leu Arg Glu 
15 10 15 

Ala He Ala Lys Val He Leu Lys Asp Val Lys His Pro Lys He Ser 
20 25 30 
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Asn Arg Trp lie Thr lie Thr Arg Val Ser Leu Ser Arg Asp Leu Gin 

35 40 45 

Ser Ala Cys Val Tyr Val Ser lie Met Pro His Glu Asn Ser Gin Glu 

50 55 60 

Glu Thr Leu Ala Ala Leu Lys Ala Ser Ala Gly Phe lie Ala Phe Gin 
65 70 75 80 

Ala Ser Lys Asp Leu Val Leu Lys Tyr Phe Pro Asp Leu Asn Phe Tyr 

85 90 95 

Val Glu Asp lie Phe Ser Pro Gin Asp His lie Glu Ser Leu Leu Leu 

100 105 110 

Lys lie Ala Glu Gin Asp Lys Lys Thr Asn Pro 
115 120 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 66: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 23 4 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 3 61183 .. 3 61884 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 366: 

lie Glu Gly Val Leu Leu Val Asp Lys Pro Gin Gly Arg Thr Ser Phe 

1 5 10 15 

Ser Leu He Arg Ser Leu Val Arg Leu He Gly Val Lys Lys He Gly 

20 25 30 

His Ala Gly Thr Leu Asp Pro Phe Ala Thr Gly Val Met Val Met Leu 

35 40 45 

He Gly Arg Lys Phe Thr Arg Leu Ser Asp He Met Leu Phe Glu Asp 

50 55 60 

Lys Glu Tyr Ala Ala Val Ala His Leu Gly Thr Thr Thr Asp Thr Tyr 
65 70 75 80 

Asp Cys Asp Gly Lys He Val Gly Arg Ser Lys Lys Val Pro Thr Met 

85 90 95 

Asp Glu Val Leu Thr Cys Thr Ser Tyr Phe Gin Gly Glu He Gin Gin 

100 105 . 110 

Val Pro Pro Met Phe Ser Ala Lys Lys Val Gin Gly Lys Lys Leu Tyr 

115 _ 120 125 

Glu Tyr Ala Arg Gin Gly Leu Ser lie Glu Arg Arg Phe Ala Thr Val 

130 135 140 

Thr Val Asn Leu Arg Leu Val Lys Tyr Glu Tyr Pro Arg Leu His Phe 
145 150 155 160 

Val Val Gin Cys Ser Lys Gly Thr Tyr He Arg Ser He Ala His Glu 

165 170 175 

Leu Gly Asn Met Leu Gly Cys Gly Ala Tyr Leu Glu Glu Leu Arg Arg 

180 185 190 

Leu Arg Ser Gly Ser Phe Ser He Asp Gin Cys He Asp Gly Asn Leu 

195 200 205 

Leu Asp Glu Pro Glu Phe Asn Val Ser Pro Tyr Leu Arg Asp Ala Asn 

210 215 220 

Gly Leu He Leu Gin Pro Ala Pro Val Leu 
225 230^ 



1123 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 67 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 07 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 3 6182 6 3 6274 6 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 3 67: 

Met Tyr Leu Leu lie Tyr Val Met Gin Met Asp Leu Phe Tyr Ser Leu 

15 10 15 

Leu Pro Ser Ser Asn Pro lie Glu Ser Val Thr lie Xaa Phe Phe Asp 

20 25 30 

Gly Cys Xaa Leu Xaa His Gin Ala Leu Leu Ser Phe Leu Thr Lys Phe 

35 40 45 

Pro Gly Lys Ser Gly Val lie Thr Phe Ser Gin His Pro Glu His Thr 

50 55 60 

Leu Ser Asn Ser Pro Pro Glu Thr lie Thr Ser Leu Glu Glu Arg He 
65 70 75 80 

Gin Leu Leu Ala Gly Cys Gly He Asp Tyr Leu Ala Val Leu Pro Phe 

85 90 95 

Asn Gin Glu He Ala Asn Gin Glu Ala Glu Leu Phe He Gin Ser He 

100 105 110 

Tyr Lys Thr Leu His Pro Ser Arg He Val Leu Gly Tyr Asp Ser Arg 

115 120 125 

Leu Gly Lys Gly Gly Leu Gly Thr Ala Gin Thr Leu Arg Pro Phe Ala 

130 135 140 

Ala Ser Leu Gly He Ser Leu Glu Glu Val Pro Pro Leu Gin He Glu 
145 150 155 160 

Gly Thr He Val Ser Ser Arg Lys He Arg Gin Phe Leu Arg Glu Lys 

165 170 175 

Asp Leu Cys Ser Ala Glu Lys Phe Leu Gly Arg Pro Phe Ala Tyr Thr 

180 185 190 

Gly Lys Val Ala His Gly Arg Gly He Gly Thr Ser Phe Gly Tyr Ala 

195 200 205 

Thr He Asn Leu Pro Leu Thr His Ser Leu Leu Pro Leu Gly Val Tyr 

210 215 220 

Thr Cys Thr He Val He Glu Gly Phe Ser Tyr Ala Gly Val Met Asn 
225 . 230 235 240 

Leu Gly Met Ala Pro Thr Met Gin Arg His Gin Leu Cys Leu Glu Ala 

245 250 255 

His He Leu Asp Phe Ser Glu Asp Leu Tyr Asp Lys Ser He Thr Val 

260 265 270 

lie Leu Glu Gin Phe Leu Arg Glu Glu Lys Leu Phe Ser Ser Lys Asp 

275 28Q 285 

Glu Leu Val Leu Ala He Gin Glu Asp He Arg Gin Ala Arg Leu Asn 

290 • 295 300 

Lys Asri Arg 
305 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 68: 
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(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 346 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 628 16 .. 3 63 853 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 368: 



Met 


Gly 


Gin 


Thr 


Glu 


Cys 


Gly 


He 


Val 


Gly 


Leu 


Pro 


Asn 


vai 


tjiy 


Lys 


1 






5 










1 u 










1 ^ 




Ser 


Gly 


Leu 


Phe 


Asn 


Ala 


Leu 


Thr 


Gly 


Ala 


Gin 


val 


Aia 


Ser 


Cys 


Asn 






20 










*"> c 

Z b 
















Tyr 


Pro 


Phe 


Cys 


Thr 


He 


Asp 


Pro 


Asn 


Val 


Gly 


lie 


vai 


Pro 


val 


± A. e 




3 5 




























Asp 


Pro 


Arg 


Leu 


Glu 


Thr 


Leu 


Ala 


Arg 


lie 


Ser 


VJ J. 11 


c* r*> t~ 




lj y ^> 


X it: 


50 










bb 










D U 










lie 


Tyr 


Ala 


Asp 


Met 


Lys 


Phe 


Val 


Asp 


lie 


Aia 


Laiy 


Leu 


val 


i_»ys 


\j -L y 


65 








7 0 










*7 C 

/ 1> 










ft n 


Ala 


Ala 


Ser 


Gly 


Ala 


Gly 


Leu 


Gly 


Asn 


Arg 


Phe 


Leu 


Ser 


nlS 


lie 


Arg 










85 










y u 














Glu 


Thr 


His 


Ala 


He 


Ala 


His 


Val 


Val 


Arg 


Cys 


Phe 


Asp 


Asn 


Asp 


Asp 








100 










105 










1 1 u 






lie 


Thr 


His 


Val 


Ser 


Gly 


Lys 


He 


Asp 


Pro 


Glu 


Glu 


Asp 


lie 


Aia 


va x 






115 










ion 










X Z _) 








lie 


Asn 


Leu 


Glu 


Leu 


Val 


Leu 


Ala 


Asp 


Phe 


Ser 


Ser 




J. 11 L 


O fcr X. 


v d _L 




130 










13 5 










14 U 










Arg 


Glu 


Lys 


Leu 


Gly 


Lys 


Gin 


Ala 


Lys 


oiy 


Lys 


Lys 


Asp 




jl y 


u ill 


145 








150 










155 










1 o u 


Leu 


Leu 


Pro 


Leu 


Leu 


Asp 


Arg 


val 


Val 


Asp 


HIS 


Leu 


Glu 


Ser 




Asn 










X D J 










17 0 










175 




Pro 


Val 


Arg 


Thr 


Leu 


Ser 


Leu 


Ser 


Leu 


Glu 


GlU 


Lys 


Val 


Leu 


Leu 


Lys 






180 










185 










190 






Pro 


Tyr 


Pro 


Phe 


Leu 


Thr 


Gly 


Lys 


Pro 


Met 


Leu 


Tyr 


He 


Ala 


Asn 


He 




195 










200 










205 








Asp 


Glu 


Asp 


Ser 


Leu 


Thr 


Asp 


Leu 


Asp 


Asn 


Pro 


Tyr 


Val 


Gin 


Lys 


Val 


210 










215 










220 










Arg 


Glu 


He 


Ala 


Lys 


Arg 


Glu 


Glu 


Ala 


Asn 


Val 


Val 


Pro 


He 


Cys 


Val 


225 










230 










235 










240 


Lys 


Leu 


Glu 


GlU 


Glu 


He 


Leu 


Ser 


Leu 


Pro 


Leu 


Glu 


Glu 


Arg 


Gin 


Asp 








245 










250 










255 




Phe 


Leu 


His 


Ser 


Leu 


Gly 


Leu 


Gin 


Glu 


Ser 


Gly 


Leu 


Asn 


Arg 


Leu 


Val 








260 










265 










270 






Ala 


Ser 


Ala 


Tyr 


His 


Thr 


Leu 


Gly 


Leu 


He 


Ser 


Tyr 


Phe 


Thr 


Thr 


Gly 






275 










280 










285 








Pro 


Gin 


Glu 


Thr 


Arg 


Ala 


Trp 


Thr 


He 


Ser 


Lys 


Gly 


Val 


Thr 


Ala 


Ala 




290 










295 










300 










Glu 


Ala 


Ala 


Gly 


Glu 


He 


His 


Ser 


Asp 


He 


Gin 


Arg 


Gly 


Phe 


He 


Arg 


305 








310 










315 










320 


Ala 


Glu 


Val 


Val 


Thr 


Met 


Glu 


Asp 


He 


Val 


Ala 


Tyr 


Asp 


Gly 


Arg 


Ala 










325 










330 










335 




Gly 


Ala 


Arg 


Glu 


Ala 


Gly 


Lys 


Leu 


Arg 


Ala 















340 345 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 69: 
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<i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 60 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE; oui 



(viii) POSITION DANS LE GENOME: 3 64116 3 6519 5 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 369: 

Met Gly Glu Lys Thr Glu Lys Ala Thr Pro Lys Arg Leu Arg Asp Ala 

1 5 10 15 

Arg Lys Lys Gly Gin Val Ala Lys Ser Gin Asp Phe Pro Ser Ala lie 

20 25 30 

Thr Phe lie Val Ser Met Phe Leu Thr Phe Ser Leu Ala Ser Phe Phe 

3 5 4 0 45 

Ala Glu His Leu Gly Ser Phe Leu Val Ser lie Phe Lys Thr Ala Pro 

50 55 60 

Gin Asn His Asp Pro His Leu Ala lie Tyr Tyr Leu Lys Asn Cys Leu 
65 70 75 80 

lie Leu lie Leu Thr Val Ser Leu Pro Leu Leu Gly Ala Val Gly Phe 

85 90 95 

Val Gly Leu Leu lie Gly Phe Leu lie Val Gly Pro Thr Phe Ser Thr 

100 105 110 

Glu Val Phe Lys Pro Asp Leu Lys Lys Phe Asn Pro lie Asp Asn Leu 

115 120 125 

Lys Gin Lys Phe Lys Val Lys Thr Phe lie Glu Leu Leu Lys Ser lie 

130 135 140 

Phe Lys lie Ser Gly Ala Ala Leu lie Leu Tyr lie Val Leu Lys Asn 
145 150 155 160 

Arg Val Glu Leu Val lie Glu Thr Ala Gly Val Pro Pro Leu Val Thr 

165 170 175 

Ala Gin Val Phe Lys Glu lie Leu Tyr Lys Ala Val Thr Ser lie Gly 

180 185 190 

Leu Phe Phe Leu Val Val Ala Val lie Asp Leu Val Tyr Gin Arg His 

195 200 205 

Ser Phe Ala Lys Glu Leu Lys Met Glu Lys Phe Glu Val Lys Gin Glu 

210 215 220 

Phe Lys Asp Thr Glu Gly Asn Pro Glu lie Lys Gly Arg Arg Arg Gin 
225 230 235 240 

lie Ala Gin Glu lie Ala Tyr Glu Asp Thr Ser Ser Gin lie Lys His 

245 250 255 

Ala Ser Ala Val Val Ser Asn Pro Lys Asp lie Ala Val Ala lie Gly 

260 265 270 

Tyr Met Pro Glu Lys Tyr Lys Ala Pro Trp lie lie Ala Met Gly Val 

275 280 285 

Asn Leu Arg Ala Lys Arg lie lie Ala Glu Ala Glu Lys Tyr Gly Val 

290 295 300 

Pro lie Met Arg Asn Val Pro Leu Ala His Gin Leu Leu Asp Glu Gly 
305 310 315 320 

Lys Glu Leu Lys Phe lie Pro Glu Thr Thr Tyr Glu Ala Val Gly Glu 

325 330 335 

lie Leu Leu Tyr lie Thr Ser Leu Asn Ala Gin Asn Leu Glu Asn Lys 

340 345 350 

Asn lie Asn Gin Phe Asp Asn Leu 
355 360 
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(2) INFORMATIONS POUR LA SEQ ID NO: 37 0: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : . oui 



(viii) POSITION DANS LE GENOME: 3 65198 3 65587 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 370: 



Met Asn Lys Leu 
1 

Ala Leu Asn Met 
20 

Met Leu Gly Val 
35 

Val Asp Phe Met 
50 

Met Val Ala Leu 
65 

Ser Leu Leu Leu 

Ser Ser Arg Gin 
100 

Ala Ser Glu Thr 
115 

Ser Ser 
130 



Leu Asn Phe Val 
5 

lie Asn Lys Ser 

Val Leu Met lie 
40 

lie Thr lie Asn 
55 

Tyr lie Pro Ser 
70 

lie Thr Thr Met 
85 

lie Leu Leu His 

Ser Ser Leu Glu 
120 



Ser Arg Thr Phe 
10 

Ser Asp Leu lie 
25 

lie Leu Pro Leu 

Leu Ala lie Ser 
60 

Ala Leu Gin Leu 
75 

Phe Arg Leu Gly 
90 

Ala Tyr Ala Gly 
105 

Glu Thr Met Ser 



Gly Gly Asp Ala 
15 

Leu Ala Met Trp 
30 

Pro Pro Ala Met 
45 

Val Phe Leu Leu 

Ser Val Phe Pro 
80 

lie Asn lie Ser 
95 

His Val He Gin 
110 

Leu Asp Leu Leu 
125 



(2) INFORMATIONS POUR LA SEQ ID NO: 371: 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEURr 614 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui _ 



(viii) POSITION DANS LE GENOME: 3 6547 9 3 67 3 2 0 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 371: 

His Phe Phe Leu Pro Thr Asn Ser Pro Ser Cys Leu Cys Trp Ser Arg 

1 5 10 15 

Asp Pro Ser Phe Gly Asp Phe Val Val Gly Gly Asn Tyr Val Val Gly 

20 25 30 

Phe He He Phe Leu He He Thr He He Gin Phe He Val Val Thr 

35 40 45 

Lys Gly Ala Glu Arg Val Ala Glu Val Ala Ala Arg Phe Arg Leu Asp 

50 55 60 

Ala Met Pro Gly Lys Gin Met Ala He Asp Ala Asp Leu Arg Ala Gly 
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65 70 75 80 

Met lie Asp Ala Thr Gin Ala Arg Asp Lys Arg Ser Gin lie Gin Lys 

85 90 95 

Glu Ser Glu Leu Tyr Gly Ala Met Asp Gly Ala Met Lys Phe lie Lys 

100 105 110 

Gly Asp Val lie Ala Gly lie Val lie Ser Leu lie Asn lie Val Gly 

115 120 125 

Gly Leu Val lie Gly Val Thr Met Lys Gly Met Thr Met Ala Gin Ala 

130 135 140 

Ala His lie Tyr Thr Leu lie Thr He Gly Asp Gly Leu Val Ser Gin 
145 150 155 160 

He Pro Ser Leu Leu He Ser Leu Thr Ala Gly He Val Thr Thr Arg 

165 - 170 175 

Val Ser Ser Asp Lys Asp Thr Asn Leu Gly Lys Glu He Ser Ser Gin 

180 185 190 

Leu Val Lys Glu Pro Arg Ala Leu Leu Leu Ser Ala Gly Ala Thr Leu 

195 200 . 205 

Gly He Gly Phe Phe Lys Gly Phe Pro Leu Trp Ser Phe Ala Leu Met 

210 215 220 

Ala Val Leu Phe Ala Val Leu Gly He Leu Leu He Thr Lys Lys Asn 
225 230 235 240 

Ser Pro Gly Lys Lys Gly Gly Ala Ser Ser Thr Thr Thr Val Gly Ala 

245 250 255 

Ala Asp Gly Ala Ala Ala Ser Gly Glu Asn Ser Asp Asp Tyr Ala Leu 

260 265 270 

Thr Leu Pro Val He Leu Glu Leu Gly Lys Asp Leu Ser Lys Leu He 

275 280 285 

Gin Gin Arg Thr Lys Ser Gly Gin Ser Phe Val Asp Asp Met He Pro 

290 295 300 

Lys Met Arg Gin Ala Leu Tyr Gin Asp He Gly He Arg Tyr Pro Gly 
305 310 315 320 

He His Val Arg Thr Asp Ser Pro Ser Leu Glu Gly Asn Asp Tyr Met 

325 330 335 

He Leu Leu Asn Glu Val Pro Tyr Val Arg Gly Lys He Pro Pre Asn 

340 345 350 

His Val Leu Thr Asn Glu Val Glu Glu Asn Leu Ser Arg Tyr Asn Leu 

. 355 360 365 

Pro Phe He Thr Tyr Lys Asn Ala Ala Gly Leu Pro Ser Thr Trp Val 

370 375 380 

Ser Thr Asp Ala Leu Thr He Leu Glu Lys Ala Ala He Lys Tyr Trp 
385 390 395 400 

Ser Pro Leu Glu Val He He Leu His Leu Ser Tyr Phe Phe His Arg 

405 410 415 

Asn Ser Gin Glu Phe Leu Gly He Gin Glu Val Arg Ser Met He Glu 

420 425 430 

Phe Met Glu Arg Ser Phe Pro Asp Leu Val Lys Glu Val Thr Arg Leu 

435 440 445 

He Pro Leu Gin Lys Leu Thr Glu He Phe Lys Arg Leu Val Gin Glu 

450 455 460 

Gin He Ser He Lys Asp Leu Arg Thr He Leu Glu Ser Leu Ser Glu 
465 470 475 480 

Trp Ala Gin Thr Glu Lys Asp Thr Val Leu Leu Thr Glu Tyr Val Arg 

485 490 495 

Ser Ser Leu Lys Leu Tyr He Ser Phe Lys Phe Ser Gin Gly Gin Ser 

500 505 510 

Ala He Ser Val Tyr Leu Leu Asp Pro Glu He Glu Glu Met He Arg 

515 520 525 

Gly Ala He Lys Gin Thr Ser Ala Gly Ser Tyr Leu Ala Leu Asp Pro 
530 535 540 
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Asp Ser Val Asn Leu lie Leu Lys Ser Met Arg Met Thr lie Thr Pro 
545 550 555 560 

Thr Pro Pro Gly Gly Gin Pro Pro Val Leu Leu Thr Ala lie Asp Val 

565 570 575 

Arg Arg Tyr Val Arg Lys Leu lie Glu Thr Glu Phe Pro Asp lie Ala 

580 585 590 

Val lie Ser Tyr Gin Glu Val Leu Pro Glu lie Arg He Gin Pro Leu 

. 595 600 605 

Gly Arg He Gin He Phe 
610 



(2) INFORMATIONS POUR LA SEQ ID NO: 372: 



(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 421 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 3 673 4 1 .. 3 68 6 03 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 372: 

Met Thr Ala Ser Gly Gly Ala Gly Gly Leu Gly Ser Thr Gin Thr Val 

15 10 15 

Asp Val Ala Arg Ala Gin Ala Ala Ala Ala Thr Gin Asp Ala Gin Glu 

20 25 30 

Val He Gly Ser Gin Glu Ala Ser Glu Ala Ser Met Leu Lys Glu Cys 

35 40 45 

Glu Asp Leu He Asn Pro Ala Ala Ala Thr Arg He Xaa Lys Lys Glu 

50 55 60 

Glu Lys Phe Glu Ser Leu Glu Ala Arg Arg Lys Xaa Thr Ala Asp Lys 
65 70 75 80 

Ala Glu Lys Lys Ser Glu Ser Thr Glu Glu Lys Gly Asp Thr Pro Leu 

85 90 95 

Glu Asp Arg Phe Thr Glu Asp Leu Ser Glu Val Ser Gly Glu Asp Phe 

100 105 110 

Arg Gly Leu Lys Asn Ser Phe Asp Asp Asp Ser Ser Ser Asp Glu He 

115 120 125 

Leu Asp Ala Leu Thr Ser Lys Phe Ser Asp Pro Thr He Lys Asp Leu 

130 135 140 

Ala Leu Asp Tyr Leu He Gin He Ala Pro Ser Asp Gly Lys Leu Lys 
145 150 155 160 

Ser Ala Leu He Gin Ala Lys His Gin Leu Met Ser Gin Asn Pro Gin 

165 170 175 

Ala He Val Gly Gly Arg Asn Val Leu Leu Ala Ser Glu Thr Phe Ala 

180 185 190 

Ser Arg Ala Asn Thr Ser Pro Ser Ser Leu Arg Ser Leu Tyr Phe Gin 

195 200 205 

Val Thr Ser Ser Pro Ser Asn Cys Ala Asn Leu His Gin Met Leu Ala 

210 215 220 

Ser Tyr Ser Pro Ser Glu Lys Thr Ala Val Met Glu Phe Leu Val Asn 
225 230 235 240 

Gly Met Val Ala Asp Leu Lys Ser Glu Gly Pro Ser He Pro Pro Ala 

245 250 255 

Lys Leu Gin Val Tyr Met Thr Glu Leu Ser Asn Leu Gin Ala Leu His 
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260 

Ser Val Asp Ser 
275 

Leu Lys His Glu 
290 

Leu Thr Lys Thr 
305 

Ser Lys Ala Gin 

Pro Gin Thr Glu 
340 

Ser Pro Arg lie 
355 

Val lie Thr Asn 
370 

Pro Lys Pro Gly 
385 

His Ala Pro Val 

Gin Pro Pro Ser 
420 



Phe Phe Asp Arg 
280 

Gly His Ala Pro 
295 

Phe Leu Gin Leu 
310 

Lys Ala Leu Asn 
325 

Val Leu Asn Leu 

Phe Ser Gly Ala 
360 

Thr Leu Asp Ala 
375 

Asp Phe Pro Arg 
3 90 

Pro Gin Ser Glu 

405 

Pro 



265 

Asn lie Gly Asn 

lie Pro Ser Leu 
300 

Val Glu Asp Lys 
315 

Glu Leu Val Gly 
330 

Phe Phe Arg Ala 
345 

Glu Lys Lys Gin 

lie Asn Ala Asp 
380 

Ser Ser Phe Ser 
395 

lie Pro Thr Ser 
410 



270 

Leu Glu Asn Ser 
285 

Thr Thr Gly Asn 

Phe Pro Ser Ser 
320 

Pro Asp Thr Gly 
335 

Leu Asn Gly Cys 
350 

Gin Leu Ala Ser 
365 

Asn Glu Asp Tyr 

Ser Thr Pro Pro 
400 

Pro Thr Ser Thr 
415 



(2) INFORMATIONS POUR LA SEQ ID NO: 373: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 146 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 3 68 644 .. 3 69 081 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 373: 

Met Gin Asn Gin Phe Glu Gin Leu Leu Thr Glu Leu Gly Thr Gin lie 

15 10 15 

Asn Ser Pro Leu Thr Pro Asp Ser Asn Asn Ala Cys lie Val Arg Phe 

20 25 30 

Gly Tyr Asn Asn Val Ala Val Gin lie Glu Glu Asp Gly Asn Ser Gly 

35 40 45 

Phe Leu Val Ala Gly Val Met Leu Gly Lys Leu Pro Glu Asn Thr Phe 

50 , 55 60 

Arg Gin Lys lie Phe Lys Ala Ala Leu Ser lie Asn Gly Ser Pro Gin 
65 70 75 80 

Ser Asn lie Lys Gly Thr Leu Gly Tyr Gly Glu lie Ser Asn Gin Leu 

85 ... 90 95 

Tyr Leu Cys Asp Arg Leu Asn Met Thr Tyr Leu Asn Gly Glu Lys Leu 

100 105 110 

Ala Arg Tyr Leu Val Leu Phe Ser Gin His Ala Asn lie Trp Met Gin 

115 . 120 125 

Ser lie Ser Lys Gly Glu Leu Pro Asp Leu His Ala Leu Gly Met Tyr 

130 135 140 

His Leu 
145 
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(2) INFORMATIONS POUR LA SEQ ID NO: 374: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 88 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: OUi 



(viii) POSITION DANS LE GENOME : 369088 .. 370251 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 374: 



Met 


Pro 


Ser 


Leu 


Ser 


Gin 


Ser 


Arg 


Arg 


He 


He 


Gin 


Gin 


Ser 


Ser 


He 


1 








5 










10 










15 




Arg 


Lys 


He 


Trp 


Asn 


Gin 


He 


Asp 


Thr 


Ser 


Pro 


Lys 


His 


Gly 


Val 


Cys 








20 










25 










3 0 






Val 


Pro 


Leu 


Phe 


Ser 


Leu 


His 


Thr 


Gin 


Glu 


Ser 


Cys 


Gly 


He 


Gly 


Glu 






35 










40 










45 








Phe 


Leu 


Asp 


Leu 


He 


Pro 


Met 


He 


Asp 


Trp 


Cys 


He 


Ser 


Cys 


Gly 


Phe 




50 










55 










60 










Gin 


He 


Leu 


Gin 


He 


Leu 


Pro 


He 


Asn 


Asp 


Thr 


Gly 


Ser 


Cys 


Ser 


Ser 


65 










70 










75 










80 


Pro 


Tyr 


Asn 


Ser 


He 


Ser 


Ser 


He 


Ala 


Leu 


Asn 


Pro 


Leu 


His 


Leu 


Ser 










85 










90 










95 




lie 


Ser 


Ala 


Leu 


Pro 


Tyr 


Lys 


Glu 


Glu 


Val 


Pro 


Ala 


Ala 


Glu 


Thr 


Arg 








100 










105 










110 






He 


Arg 


Glu 


Met 


Gin 


Gin 


Leu 


Ser 


Gin 


Leu 


Pro 


Gin 


Val 


His 


Tyr 


Glu 






115 










120 










125 








Lys 


Val 


Arg 


Ser 


Met 


Lys 


Arg 


Asp 


Phe 


Phe 


Gin 


Glu 


Tyr 


Tyr 


Arg 


Val 




130 










135 










14 0 










Cys 


Lys 


Gin 


Lys 


Lys 


Leu 


Thr 


Asp 


His 


Pro 


Asp 


Phe 


Tyr 


Ala 


Phe 


Cys 


145 










150 










155 










160 


Glu 


Gin 


Glu 


Lys 


Tyr 


Trp 


Leu 


His 


Pro 


Tyr 


Ala 


Leu 


Phe 


Arg 


Ser 


He 










165 










170 










175 




Arg 


Glu 


His 


Leu 


Asp 


Asn 


Leu 


Pro 


He 


Asn 


His 


Trp 


Pro 


Thr 


Thr 


Tyr 








.180 










185 










190 






Thr 


Asp 


Leu 


Ser 


Gin 


He 


Thr 


Glu 


His 


Glu 


Arg 


Thr 


Phe 


Ala 


Glu 


Asp 






195 










200 










205 








He 


Gin 


Phe 


His 


Ser 


Tyr 


Leu 


Gin 


Tyr 


Leu 


Cys 


Phe 


Gin 


Gin 


Met 


Thr 




210 










215 










220 










Gin 


Val 


Arg 


Glu 


His 


Ala 


Asn 


Cys 


Lys 


Ser 


Cys 


Leu 


He 


Lys 


Gly 


Asp 


225 










230 










235 










240 


He 


Pro 


He 


Leu 


He 


Ser 


Lys 


Asp 


Ser 


Cys 


Asp 


Val 


Trp 


Phe 


Tyr 


Arg 










245 










250 










255 




His 


Tyr 


Phe 


Ser 


Ser 


Ser 


Glu 


Ser 


Val 


Gly 


Ala 


Pro 


Pro 


Asp 


Leu 


Tyr 








260 










265 










270 






Asn 


Ala 


Glu 


Gly 


Gin 


Asn 


Trp 


His 


Leu 


Pro 


He 


Tyr 


Asn 


Met 


Lys 


Thr 






275 










280 










285 








Leu 


Gin 


Gin 


Asp 


Asn 


Tyr 


Leu 


Trp 


Trp 


Lys 


Glu 


Arg 


Leu 


Arg 


Tyr 


Ala 




290 










295 










300 










Glu 


Asn 


Phe 


Tyr 


Ser 


Leu 


Tyr 


Arg 


Leu 


Asp 


His 


He 


Val 


Gly 


Leu 


Phe 


305 










310 










315 










320 


Arg 


Phe 


Trp 


Val 


Trp 


Asp 


Glu 


Ser 


Gly 


Cys 


Gly 


Arg 


Phe 


Glu 


Pro 


His 










325 










330 










335 




Asp 


Pro 


Lys 


Asp 


Tyr 


Leu 


Ala 


Gin 


Gly 


Gin 


Asp 


He 


Leu 


Ser 


His 


Leu 








340 










345 










350 






Leu 


Thr 


Ser 


Ser 


Ser 


Met 


Leu 


Pro 


He 


Gly 


Glu 


Asp 


Leu 


Gly 


Thr 


He 
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355 360 365 

Pro Ser Asp Val Lys Arg Met Leu Glu Ser Fhe Ala Val Cys Gly Thr 

370 375 380 

Arg He Pro Arg 
385 



(2) INFORMATIONS POUR LA SEQ ID NO : 37 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 89 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 370820 .. 37 1086 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 375: 



Met 


Ser 


Lys 


Lys 


Cys 


Ala 


Leu 


Thr 


Gly 


Arg 


Lys 


Pro 


Arg 


Arg 


Gly 


Tyr 


1 








5 










10 










15 




Ser 


Tyr 


Ala 


He 
20 


Arg 


Gly 


He 


Ser 


Lys 
25 


Lys 


Lys 


Lys 


Gly 


He 
30 


Gly 


Leu 


Lys 


Val 


Thr 


Gly 


Arg 


Thr 


Lys 


Arg 


Arg 


Phe 


Phe 


Pro 


Asn 


Met 


Met 


Thr 




35 










40 










45 








Lys 


Arg 


Leu 


Trp 


Ser 


Thr 


Glu 


Glu 


Asn 


Arg 


Phe 


Leu 


Lys 


Leu 


Lys 


He 


50 










55 










60 










Ser 


Ala 


Ala 


Ala 


Leu 


Arg 


Leu 


Val 


Asp 


Lys 


Leu 


Gly 


Leu 


Asp 


Gin 


Val 


65 










70 










75 










80 


Val 


Ala 


Arg 


Ala 


Lys 
85 


Ser 


Lys 


Gly 


Phe 

















(2) INFORMATIONS POUR LA SEQ ID NO: 37 6 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR : 538 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION : lineaire 

(iii) HYPOTHETIQUE: OUi 



(Viii) POSITION DANS LE GENOME: 371203 372816 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 37 6: 

Tyr Asp Val Phe Ser Leu Arg Ser Leu Val Asp Tyr Leu Arg Ser Gin 

15 10 15 

His Glu Leu He Asp He His Val Pro Val Asp Pro His Leu Glu He 

20 25 30 

Ala Glu He His Arg Arg Val Val Glu Arg Glu Gly Pro Ala Leu Leu 

35 40 45 

Phe His Gin Val Lys Gly Ser Pro Phe Pro Val Leu Thr Asn Leu Phe 

50 55 60 

Gly Thr Arg Arg Arg Val Asp Leu Leu Phe Pro Asp Leu Ser Ser Asp 
65 70 75 80 
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Leu Phe Glu Gin 

Ser Leu Trp Lys 
100 

Gly Met Arg Lys 
115 

Ala Pro Asn Leu 
130 

Gly Gly Pro Phe 
145 

Asn Gly Val Pro 

Glu Thr Leu Gly 
180 

Phe Phe Glu Ala 
195 

Leu Ser Gly Asn 
210 

Glu Asn Val Pro 
225 

Leu Ser Phe Val 

Asp Ser Glu Phe 
260 

Pro Glu Gly Pro 
275 

Asp Phe Pro lie 
290 

lie Tyr Pro Ala 
305 

Leu Gly Asn Lys 

Met Pro Gly Val 
340 

Ala Leu Ala Ala 
355 

Arg Ser Ala Leu 
370 

Phe Leu Trp lie 
385 

Leu Leu Glu Cys 

lie Leu Ser Glu 
420 

Phe Asn Lys Gly 
435 

Arg Ser Leu Pro 
450 

Gin lie Gly Val 
465 

Gin Gin Leu Asp 

Trp Pro Leu Val 
500 

Thr Lys Glu Phe 
515 

Arg Phe Thr His 
530 



lie He His Leu 
85 

His Arg Ser Leu 

Arg His Leu Arg 
120 

Ser Gin Leu Pro 
135 

Leu Thr Leu Pro 
150 

Asn Leu Gly Met 
165 

Leu His Phe Gin 

Glu Gin Lys Lys 
200 

Pro Phe Leu He 
215 

Glu Leu Leu Phe 
230 

Glu Lys His Pro 
245 

He Leu Thr Gly 

Phe Gly Asp His 
280 

Phe Lys Cys Asn 
295 

Thr Val Val Gly 
310 

Leu Gin Glu Leu 
325 

Gin Asp Leu Lys 

Ala lie Val Lys 
360 

Arg He Leu Gly 
375 

Thr Asp Gin Ser 
390 

Val Leu Glu Arg 
405 

Thr Ala Asn Asp 

Ser Lys Gly He 
440 

Arg Arg Tyr Arg 
455 

Phe Cys Arg Gly 
47.0 

He Pro Ala Leu 
485 

He Leu Val Glu 

He Trp Glu Asn 
520 

Pro Cys Lys Ser 
535 



Leu Ser Ser Pro 
90 

Phe Lys Arg Gly 
105 

Ser Ser Pro Phe 

Met Leu Thr Ser 
140 

Leu Val Tyr Thr 
155 

Tyr Arg Met Gin 
170 

He Gin Lys Gly 
185 

Gin Asn Leu Pro 

Leu Ser Ala He 
220 

Cys Ser Phe Leu 
235 

Gin Ser Gly His 
250 

Glu Ala Val Ala 
265 

Phe Gly Tyr Tyr 

Cys Leu Tyr His 
300 

Lys Pro Phe Gin 
315 

Leu Ser Pro Leu 
330 

Ser Tyr Gly Glu 
345 

Glu Arg Tyr Trp 

Glu Gly Gin Leu 
380 

Val Asp Leu Glu 
395 

Met Asn Phe Asp 
410 

Thr Leu Asp Tyr 
425 

Phe Leu Gly Val 

Gly Pro Ser Leu 
460 

Cys Leu Val Leu 
475 

Leu Lys Asp Pro 
490 

Asp Leu Ser Ser 
505 

He Tyr Thr He 
Asn His 



Pro Ser Phe Ser 
95 

He Ser Ala Leu 
110 

Leu Tyr Gin Asp 
125 

Trp Pro Glu Asp 

Gin Ser Pro Glu 
160 

Arg Phe Asp Lys 
175 

Gly Gly Ala His 
190 

Val Thr Val Phe 
205 

Ala Pro Leu Pro 

Gin Asn Lys Lys 
240 

Pro Leu Leu Cys 
255 

Gly Glu Arg Arg 
270 

Ser Leu Thr His 
285 

Lys Lys Asp Ala 

Glu Asp Phe Phe 
320 

Phe Pro Leu He 
335 

Ala Gly Phe His 
350 

Lys Glu Ala Leu 
365 

Ser Leu Thr Lys 

Asn Phe Ser Ser 
400 

Arg Asp Leu Leu 
415 

Thr Gly Ser Gly 
430 

Gly Ala Pro He 
445 

Pro Gly He Ser 

Glu Thr Ser Leu 
480 

His Leu Ala Asp 
495 

Ala Leu Ser Ser 
510 

Phe Ser Cys Asn 
525 
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(2) INFORMATIONS POUR LA SEQ ID NO: 377: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 137 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 373 119 .. 373 529 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 377: 



Asn 


Glu 


Lys 


Asn 


Lys 


Thr 


Leu 


He. 


Ser 


Lys 


He 


Met 


Phe 


Ser 


Leu 


Val 


1 . 








5 










10 










15 




Ser 


Leu 


Phe 


Val 


Gly 


Gly 


Phe 


Leu 


Leu 


Lys 


Ala 


Pro 


Ala 


Pro 


Thr 


Gin 








20 










25 










30 






Ser 


Ala 


Asp 


Thr 


Phe 


Gin 


Thr 


Leu 


He 


Glu 


Ser 


Lys 


Glu 


Pro 


Val 


He 






3 5 










40 










45 








Phe 


Thr 


Lys 


Gin 


Cys 


Gly 


Asp 


Asn 


Val 


Thr 


Gin 


He 


Leu 


Cys 


Asp 


Ala 




50 










55 










60 










He 


Asp 


Ser 


Ala 


Lys 


Lys 


Asp 


He 


Phe 


Leu 


Xaa 


He 


Tyr 


Asp 


Leu 


Ser 


65 








70 










75 










80 


Ala 


Pro 


Ala 


He 


Thr 


Thr 


Ser 


Leu 


Lys 


Lys 


Gin 


Val 


Ser 


Ala 


Arg 


He 










85 










90 










95 




Pro 


Val 


Cys 


He 


His 


Tyr 


Gin 


Arg 


He 


Ser 


Lys 


Asn 


Ala 


Glu 


Phe 


Ser 








100 










105 










110 






Gin 


Ser 


Pro 


Tyr 


Leu 


Thr 


Pro 


Trp 


Glu 


Asn 


He 


Leu 


Pro 


Cys 


Thr 


Glu 






115 










120 










125 








Asn 


Ser 


Cys 


He 


Lys 


Lys 


Leu 


Trp 


Gin 

















130 • ■ ■ 135 



(2) INFORMATIONS POUR LA SEQ ID NO : 37 8 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 197 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 37 3 614 3742 04 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 378: 

Lys Ala Gin Lys Phe Val He Leu Leu Lys Arg Lys Pro Leu Val Gly 

15 10 15 

Ala Leu Leu Thr He Asn Ser Ser Ser He Val Ser Phe Asp Gly Gly 

20 25 30 

Ser Ser Ala Ala Leu Glu Thr Val Leu His His He Arg Ser Ala Lys 

35 40 45 

Glu Ser He Gin Val Gly Met Phe Ala Leu Thr Leu Pro Gin He He 

50 55 60 

Ala Glu Leu Asn Ala Ala Gin Asn Cys Gly Val Asp Val Val He Leu 
65 70 75 80 
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Val Asp Lys Gly Tyr Lys Ser Phe Thr Val Gin Gin lie Lys Gin Leu 

85 90 95 

Glu His Pro Ser Leu Ser lie Tyr Glu Lys Val Thr Pro Tyr Gin Leu 

100 105 110 

His His Lys Phe Gly lie Phe Asp Lys Lys Thr Leu lie Thr Gly Ser 

115 120 125 

Val Asn Trp Ser Glu Asn Gly Phe Leu lie Asn Thr Glu Asp Met lie 

130 135 140 

Val lie Glu Asn Leu Thr Glu Lys Gin Gin Ser Lys lie Gin Ala lie 
145 150 155 160 

Trp Glu Gly Leu Val Arg Glu Cys Ala Leu Tyr Tyr Ser Pro Asp Gin 

165 170 175 

Glu Glu Lys Glu Lys Asp Pro Leu lie lie Pro Phe Pro Pro Ser Glu 

180 185 190 

Lys Lys Gin Ala Ala 
195 



(2) INFORMATIONS POUR LA SEQ ID NO: 379: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 171 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 374224 37473 6 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 379: 



Asn 


Glu 


Arg 


Asn 


Arg 


Gly 


Cys 


Arg 


Arg 


Arg 


Phe 


Met 


Arg 


He 


He 


Pro 


1 








5 - 










10 










15 




Phe 


Asp 


Pro 


Tyr 


Gly 


Ser 


Met 


Ala 


Phe 


Gin 


Ala 


He 


Ala 


Lys 


Asp 


Pro 








20 










25 










30 






Gin 


Glu 


Arg 


Lys 


Asn 


Gly 


Ser 


He 


Ser 


Glu 


Lys 


He 


Ser 


Glu 


Glu 


He 






35 










40 










45 








Ala 


Arg 


Asn 


Glu 


Ala 


Leu 


Arg 


Met 


Ala 


Leu 


Leu 


Ala 


He 


Ala 


Asp 


Gin 




50 










55 










60 










Glu 


Asp 


Lys 


Glu 


Lys 


Lys 


Gin 


Lys 


His 


Arg 


Phe 


Lys 


He 


Leu 


Thr 


Lys 


65 










70 










75 










80 


Lys 


Gin 


Thr 


Arg 


Met 


Leu 


Leu 


Gly 


Gin 


Leu 


Arg 


His 


Phe 


Arg 


Leu 


Asp 










85 










90 










95 




Phe 


Gin 


Lys 


Leu 


Gin 


Ala 


Gly 


Val 


Val 


He 


GlU 


Trp 


Ser 


Trp 


Asp 


Asp 








100 










105 










110 






Lys 


Ser 


Lys 


Arg 


Ser 


Lys 


Ser 


Leu 


Gly 


Ser 


Arg 


He 


Thr 


Arg 


Lys 


Ser 






115 










120 










125 








Lys 


Lys 


Thr 


He 


Cys 


He 


Ser 


Ala 


Ala 


Ala 


Ala 


Gin 


Ala 


He 


Ala 


His 




130 










135 










140 










Ala 


Ala 


Glu 


Ala 


Trp 


Val 


He 


Ala 


Arg 


Asn 


Glu 


Gly 


He 


Leu 


Glu 


Met 


145 










150 










155 










160 


Thr 


Leu 


Ser 


Leu 


Phe 


Gin 


His 


Lys 


Asp 


Asn 


Glu 













165 170 



(2) INFORMATIONS POUR LA SEQ ID NO: 380: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 563 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3747 03 .. 37 63 91 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 380: 

Glu Lys lie Met Ser lie Ser Gly Ser Gly Asn Val Ser Pro Ala Thr 

1 5 10 15 

Pro Asp Phe Asp Pro Ser lie Leu Met Gly Arg Gin Ala Ala Ser Ala 

20 25 30 

His Ala Ala Lys Glu Ala Ser Gly Ala Ser Lys Ala Thr Glu Thr Ser 

35 40 45 

Ala Ala Glu Gin Gin Ala Leu lie Ser Ser Gly Thr Glu Leu Asp Tyr 

50 55 60 

Val Thr Asp Leu Gin Gin Ser Glu Gly Lys Tyr Lys Lys Thr Leu Asp 
65 70 75 80 

Lys Thr Ser Lys Ser Pro Lys Thr Lys Leu Lys Gly Asn Phe Ser Lys 

85 90 95 

Val Arg Ala Gly Thr Lys Gly Phe Leu Thr Gly Phe Gly Thr Arg Ala 

100 105 110 

Ser Arg lie Ser Ala Arg Lys Ala Glu Asn Asn Gly Glu Gly Met Ser 

115 120 125 

Met lie Pro Ser Gin Met Glu Tyr Val Lys Lys Lys Gly Asn Arg Val 

130 135 140 

Ser Pro Glu Met Gin Asn Phe Tyr Leu Gly Ala Ser Gly Leu Trp Ser 
145 150 155 160 

Pro Thr Ser Asp Val Ser Ser Lys Thr Glu Asn Arg Leu Gly Ala Thr 

165 170 175 

Ala Leu Ser Thr Thr Pro Ser Leu Thr Thr Met Gin Asp Pro Val Ser 

180 185 190 

lie Glu His Leu Ser Ser Gly Glu lie Thr Ala Leu Ala Ser Phe Asn 

195 200 205 

Pro Asn Val Arg Ala Ala Ser Leu Asn Glu Gin Thr lie Asn Ala Trp 

210 215 220 

Thr Glu Ala Arg Leu Gly Gly Glu Met Val Ser Thr Leu Leu Asp Pro 
225 230 235 240 

Asn lie Glu Thr Ser Ser Leu Leu Arg Arg Ala Pro Thr Val Ser Asn 

245 250 255 

Glu Gly Met Val Asp Val Ser Asp Met Gly Asn Gin Thr Thr Ser Leu 

260 ■ 265 270 

Ser Met Glu Gly Leu Val Asn Thr Val Val Asp Asp Pro Ala Ser Ala 

275 280 285 

Glu Glu Glu Lys Lys Thr Gly Glu Leu Ser Leu Glu Glu Met Ala Ala 

290 295 300 

Met Ala Lys Met Met Ala Ala Leu Leu Ser Ser Gly Gin Gly Met Ala 
305 310 315 320 

Val Phe lie Ala Ser Ser Thr Pro Ser Ser Gly Ser Thr Gin Phe Pro 

325 330 335 

Glu Pro Lys Phe Ser Gly Thr lie Pro His His Phe Ser Lys Lys Glu 

340 345 350 

Asp Asn Glu Thr lie Trp Gly Leu Asp Ser Gin lie Gly Ser lie Ala 

355 360 365 

Phe Asp Thr Arg Arg Glu Asn Asn Ala Ser Pro Leu Pro Thr Thr Ser 
370 375 380 
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Leu 


His 


Glu 


Glu 


Ala 


Ser 


Tyr 


Arg 


Phe 


Pro 


Val 


Gly 


Glu 


Ala 


Pro 


Leu 


"5 O C 

Job 










"j q n 










j y b 










4 00 


Asp 


Val 


Asn 


Glu 


He 


Pro 


Phe 


Ala 


Val 


Gin 


His 


Ser 


Thr 


Val 


Phe 


Ser 










4 U b 










A 1 A 
4 1 U 










a "i tr 

415 




Glu 


Glu 


Thr 


Ala 


Asn 


Thr 


Glu 


Gin 


Ala 


Leu 


He 


Gin 


Asn 


Glu 


Ser 


Leu 








42 0 










42 5 










43 0 






Gly 


Glu 


lie 


Pro 


Val 


Ser 


Ala 


Glu 


Val 


Val 


Gly 


Gin 


Asp 


Thr 


Val 


Ser 






4.3 b 










44 0 










A A C 

44b 








Ser 


Ala 


Tyr 


Gin 


Phe 


Pro 


Ser 


His 


Leu 


Gly 


Met 


Ala 


Val 


Leu 


Ala 


Ser 




a c r\ 
4b U 










A C C 

4b b 










A C f\ 

4 b U 










Val 


Pro 


Leu 


Ser 


Thr 


Glu 


Asp 


Tyr 


Lys 


Thr 


Ala 


T 7"—. 1 

Val 


Glu 


His 


Arg 


Lys 


4b b 










4 / U 










4 / b 










/(OA 

4 o U 


Gly 


Pro 


Gly 


Gly 


Pro 


Pro 


Asp 


Pro 


Leu 


He 


Tyr 


Gin 


Tyr 


Arg 


Asn 


Val 










485 










490 










495 




Ala 


Val 


Asp 


Pro 


Ala 


He 


He 


Phe 


Gin 


Ser 


Pro 


Ser 


Pro 


Phe 


Ser 


Val 








500 










505 










510 






Ser 


Ser 


Arg 


Phe 


Ser 


Val 


Gin 


Gly 


Lys 


Pro 


Glu 


Ala 


Val 


Ala 


Val 


Tyr 






515 










520 










525 








Asn 


Asp 


Asp 


Gin 


Glu 


Glu 


Ala 


Ala 


Gly 


Gly 


Asn 


Arg 


Asp 


Ser 


Asp 


Glu 




530 










535 










540 










Gly 


Lys 


Asp 


Gin 


Glu 


Gin 


Asp 


Lys 


Thr 


Arg 


Glu 


Thr 


Glu 


Asp 


Ala 


Gly 


545 










550 










555 










560 



Gly Asp Ser 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 81: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 97 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire* 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 37 6748 377 038 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 381: 



Met 
1 


Lys 


Lys 


Arg 


Ser 
5 


Ser 


Axg 


Lys 


Leu 


Ala 
10 


Gin 


Val 


He 


Gly 


Arg 
15 


Lys 


Thr 


Gly 


Asn 


Tyr 
20 


Phe 


Pro 


Ala 


Ser 


He 
25 


Glu 


Gly 


Glu 


Thr 


Lys 
30 


Lys 


Glu 


His 


Lys 


Arg 
35 


Tyr 


Tyr 


Ser 


Thr 


Ala 
4 0 


Ser 


Lys 


Glu 


Lys 


Glu 
45 


Ser 


Leu 


Arg 


Lys 


Arg 
50 


Ala 


Lys 


Glu 


Phe 


Asp 
55 


Val 


Leu 


Val 


His 


Ser 
60 


Leu 


Leu 


Asp 


Lys 


His 


Val 


Pro 


Gin 


Asn 


Ser 


Asp 


Gin 


Val 


Leu 


He 


Phe 


Thr 


Tyr 


Gin 


Asn 


65 










70 










75 










80 


Gly 


Phe 


Val 


Glu 


Thr 

8:5 


Asp 


Phe 


His 


Asn 


Phe 
90 


Gly 


Arg 


Tyr 


Ser 


Val 
95 


Lys 


Leu 

































(2) INFORMATIONS POUR LA SEQ ID NO : 3 82: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 29 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 377853 . . 378737 
<xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 382: 

Asn His Leu Thr Lys Tyr Leu Cys Met Leu Leu Lys Gly Ala Pro Ala 

1-5 10 15 

Ala Asp His He Leu Ala Thr He Lys Glu Asn He Arg Ala Cys Ser 

20 25 30 

Lys Ala Pro Gly Leu Ala Val Val Leu He Gly Asn Asn Pro Ala Ser 

35 40 45 

Glu He Tyr Val Asn Met Lys He Lys Arg Ala Thr Asp Leu Gly Met 

50 55 60 

Val Ser Lys Ser Tyr Arg Lys Pro Ser Asp Ala Thr Leu Ser Asp He 
65 70 75 80 

Leu Ala Leu He His Gin Leu Asn Asn Asp Glu Asn He His Gly He 

85 90 95 

Leu Val Gin Leu Pro Leu Pro Lys His Leu Asp Ala Gin Ala He Leu 

100 105 HO 

Ser Thr He Thr Pro Asp Lys Asp Val Asp Gly Leu His Pro Val Asn 

115 120 125 

Val Gly Lys Leu Leu Leu Gly Glu Thr Asp Gly Phe He Pro Cys Thr 

130 135 140 

Pro Ala Gly He Val Glu Leu Cys Lys Tyr Tyr Glu He Pro Leu His 
145 150 155 160 

Gly Lys His Val Val He Leu Gly Arg Ser Asn He Val Gly Lys Pro 

165 170 175 

Leu Ala Ala Leu Leu Met Gin Arg His Ala Asp Thr Asn Ala Ser Val 

180 185 190 

Thr Leu Leu His Ser Gin Ser Glu His Leu Thr Glu He Thr Arg Thr 

195 200 205 

Ala Asp He Leu He Ser Ala He Gly Val Pro Leu Phe Val Asn Lys 

210 215 220 

Glu Met He Ala Glu Lys Thr Val He Met Asp Val Gly Thr Ser Arg 
225 230 235 240 

He Pro Ala Ala Asn Pro Lys Gly Tyr He Leu Val Gly Asp Val Asp 

245 .. . 250 255 

Phe Asn Asn Val Val Pro Val Cys Arg Ala He Thr Pro Val Pro Gly 

260 265 270 

Gly Val Gly Pro Met Thr Val Ala Met Leu Met Arg Asn Thr Trp Glu 

275 280 285 

Ser Phe Leu Arg His Thr Ser 
2 9 0- 29 5 



(2) INFORMATIONS POUR LA SEQ ID NO: 383: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 141 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 37862 6 37 9 048 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 383: 

Gin Cys Cys Thr Cys Leu Pro Ser His Tyr Ser Cys Pro Trp Trp Ser 

15 10 15 

Arg Pro Asn Asp Arg Arg Tyr Ala Asn Glu Lys Tyr Met Gly Lys Phe 

20 25 30 

Phe Ala Ser Tyr Leu Leu lie Leu Ala Pro Phe Phe Leu Gin Ser Cys 

35 40 45 

Ser Ala Pro Ser Arg Thr Thr Leu Glu Gly Val Arg Met Thr lie Pro 

50 55 60 

Tyr Arg lie Val Phe Gly Glu Ala Leu Ser Pro Asp Ala Phe Gin Gin 
65 70 75 80 

Ala Gin Lys Glu lie Asp Arg Val Phe Asp His lie Asp Gin Thr Phe 

85 90 95 

Asn Asn Trp Asn Pro Leu Ser Glu lie Ser Arg lie Asn Arg Thr Thr 

100 105 110 

Lys Gin Thr Pro lie Pro Leu Ser Pro Ala Leu Phe Ala Phe Leu Cys 

115 120 125 

Glu lie Asp His Phe His Ala Phe Ser Asp Gly Arg Phe 
130 135 140 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 84: 

<i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 129 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 3 7 9 0 17 37 94 03 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 3 84: 



Thr 


He 


Ser 


Thr 


Pro 


Ser 


Leu 


Met 


Ala 


Val 


Phe 


Asp 


Pro 


Thr 


Leu 


Gly 


1 








5 










10 










15 




Ala 


Leu 


Lys 


Ser 
20 


Leu 


Trp 


Leu 


Leu 


His 
25 


Leu 


Lys 


Ser 


His 


Thr 
30 


He 


Pro 


Ser 


Gin 


Glu 
35 


Leu 


Gin 


His 


Leu 


Tyr 
40 


Lys 


His 


Ser 


Ser 


Gly 
45 


Trp 


His 


Leu 


He 


Ser 
50 


Leu 


Asp 


Lys 


Thr 


Gin 
55 


Gin 


Thr 


Leu 


Arg 


Lys 
60 


Leu 


Ser 


Pro 


Leu 


Val 


Gin 


Leu 


Asp 


Leu 


Cys 


Gly 


Thr 


Val 


Lys 


Gly 


Phe 


Ala 


Val 


Asp 


Leu 


65 










70 










75 










80 


Leu 


Gly 


Thr 


Ala 


Cys 
85 


Ala 


Gin 


Phe 


Cys 


Gin 
90 


Asn 


Tyr 


Tyr 


Val 


GlU 
95 


Trp 


Gly 


Gly 


Glu 


He 
100 


Lys 


Thr 


Arg 


Gly 


Lys 
105 


His 


Pro 


Ser 


Gly 


Arg 
110 


Ser 


Trp 


Leu 


Ser 


Leu 
115 


His 


Gin 


Leu 


Pro 


Gin 
120 


Arg 


Phe 


Phe 


He 


Cys 
125 


Met 


He 


Met 



Leu 
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(2) INFORMATIONS POUR LA SEQ ID NO: 385: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 123 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (379641 380009 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 385: 

Gin Glu Gin Lys Leu Asn Ser Leu Arg Asp His Gly Gly Asn Leu Gly 

1 5 . 10 15 

Asp Ala Tyr Val Thr lie Ser Lys Gly Glu Ala Trp Leu Leu Gin Ser 

20 25 30 

Ser lie Ala Pro Tyr Arg Phe Gly Asn lie Asn Asn His Glu Glu Arg 

35 40 45 

Arg Lys Arg Lys Leu Leu Leu His Lys Tyr Glu lie His Lys Leu Asp 

50 55 60 

Ala Arg lie Ser Gin Lys Gly Leu Thr Val Val Pro Leu Ser Phe Phe 
65 70 75 80 

Phe Ser Lys Gly Phe Val Lys Val Arg lie Gly Cys Cys Arg Gly Lys 

85 90 95 

Lys Ala His Asp Lys Arg Gin Ser lie lie Glu Arg Glu Lys Asn Arg 

100 105 110 

Glu Leu Ala Ala Ala Met Lys Arg Ser Cys Arg 
115 120 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 86: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 366 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE -GENOME : 380373 .. 381470 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 38 6: 



Met Lys Phe Val 
1 

Val Gin Asn Val 
20 

Val Leu lie Glu 
35 

Leu Thr Val Ser 
50 

Gly Ser Val Thr 
65 

Leu Thr Glu Ala 



lie Ser Arg Asn 
5 

Val Pro Gin Ser 

Ser Cys Asn Asp 
40 

Thr Arg Cys Val 
55 

lie Pro Ser Arg 
70 

Asn lie Glu Val 
85 



Glu Leu Gly Asn 
10 

Thr Pro lie Pro 
25 

Glu Leu Val Phe 

Val Lys Ala Lys 
60 

Arg Phe Phe Gin 
75 

Ala Ala His Ser 
90 



Leu lie Lys Lys 
15 

Val Leu Thr His 
30 

Thr Ala Thr Asp 
45 

Val Tyr Glu Ser 

Leu lie Arg Glu 
80 

Gly Glu Met Ala 
95 



1140 



Thr 


He 


Thr 


Ser 


Gly 


Ser 


Ser 


Cys 


Phe 


Arg 


Leu 


Leu 


Ser 


Met 


Gly 


Lys 








100 










105 










i i n 
liU 






Glu 


Asp 


Phe 


Pro 


Met 


Leu 


Pro 


Asp 


Met 


Gin 


Asn 


Ala 


Leu 


Arg 


Phe 


inr 




115 










120 










IOC 








Leu 


Asp 


Ser 


Glu 


Arg 


Leu 


Lys 


Asp 


Met 


Phe 


Gin 


Arg 


Thr 


Ser 


Pne 


Ala 




130 










13 5 










14 U 










Val 


Ser 


Arg 


Glu 


Glu 


Ser 


Arg 


Tyr 


Val 


Leu 


Thr 


Gly 


Val 


Leu 


Leu 


Ser 


145 








150 










15b 










1 1> u 


lie 


Ala 


Asn 


Gly 


Thr 


Met 


Thr 


Val 


Val 


Gly 


Thr 


Asp 


Gly 


Lys 


Arg 


Leu 








165 










170. 










1 / b 




Ala 


Lys 


He 


Asp 


Thr 


Glu 


He 


Ser 


Leu 


Asp 


Pro 


Ser 


Phe 


Ser 


Gly 


Asp 






180 










185 










too 

l y u 






Tyr 


He 


He 


Pro 


He 


Lys 


Ala 


Val 


Glu 


Glu 


He 


He 


Arg 


Met 


Ser 


Ser 




195 










200 










one 








Glu 


Asp 


Val 


Gin 


Ser 


Thr' 


He 


Phe 


Leu 


Asp 


Gin 


Thr 


Lys 


I le 


Ala 


T 7"—, ~l 

vai 




210 










215 










ZZu 










Glu 


Cys 


Gly 


Asn 


Thr 


Leu 


Leu 


Val 


Thr 


Lys 


Leu 


Leu 


Ser 


(jiy 


bill 


ir ne 


225 






230 










235 










Z Q U 


Pro 


Asp 


Phe 


Ser 


Pro 


Val 


He 


Ser 


Thr 


His 


Ser 


Ser 


vai 


win 


Leu 


Asp 








245 










2 50 










zoo 




Leu 


His 


Arg 


Glu 


Glu 


Leu 


He 


Ser 


Leu 


Leu 


Lys 


Gin 


Val 


TV T _ 

Ala 


Leu 


pne 






260 










•~i CC 










Z 1 u 






Thr 


Asn 


Glu 


Ser 


Ser 


His 


Ser 


Val 


Lys 


Phe 


Ser 


Phe 


O r-» v- 

ser 


Pro 


biy 


bill 






275 










280 










Zoo 








Leu 


Thr 


Leu 


Thr 


Ala 


Asn 


Cys 


Thr 


Lys 


Val 


Gly 


CalU 




Lys 


v a jl 


Ser 




290 










295 










300 










Met 


Ala 


Val 


Asn 


Tyr 


Thr 


Gly 


Glu 


Thr 


Leu 


Glu 


He 


Ala 


Phe 


Asn 


Pro 


305 










310 










315 










320 


Phe 


Phe 


Phe 


Leu 


Asp 


He 


Leu 


Lys 


His 


Ser 


Arg 


Asp 


Glu 


Leu 


Val 


Gin 










325 










330 










335 




Leu 


Gly 


He 


Ser 


Asp 


Ser 


Tyr 


Asn 


Pro 


Gly 


He 


He 


Thr 


Asp 


Ser 


Thr 






340 










345 










350 






Arg 


Ser 


Leu 


Phe 


Val 


He 


Met 


Pro 


Met 


Arg 


Leu 


His 


Asp 


Asp 








355 










360 










365 









(2) INFORMATIONS POUR LA SEQ ID NO: 387: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 3 65 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui _ 



(viii) POSITION DANS LE GENOME : 3 81473 3 82 5 67 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 387: 

Met Arg Val Leu Ser Leu Phe Leu Lys Asp Phe Arg Asn Tyr Thr Asp 

! 5 10 15 

Leu Arg Leu Glu Leu Gly Pro Glu Met Asn Ser He Phe Gly Leu Asn 

20 25 30 

Ala Gin Gly Lys Thr Asn Leu Leu Glu Ala Leu Tyr He Leu Ser Leu 

35 40 45 

Gly Arg Ser Phe Arg Thr Ser Arg Leu Thr Asp Ala He Arg Phe Gly 

50 55 60 

Ala Ser His Phe Phe He Glu Ala Val Phe Ser His Lys Glu Val Phe 
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65 










/ 0 










*7 c: 
/ D 










o U 


His 


Thr 


Leu 


Ser 


lie 


Gin 


Val 


Asp 


Lys 


Lys 


Gly 


Lys 


Lys 


Tin 

lie 


Leu 


pne 










85 










y o 














Asp 


Gly 


Ala 


Pro 


lie 


Thr 


Lys 


Leu 


Ser 


Glu 


Leu 


Val 


Gly 


Leu 


Phe 


Pro 








100 










105 










1 1 U 






Val 


lie 


Leu 


Phe 


Ser 


lie 


Lys 


Asp 


He 


Ala 


He 


He 


Glu 


Gly 


Ser 


Pro 






115 










12 0 










±Z o 








Ser 


Glu 


Arg 


Arg 


Arg 


Phe 


Leu 


Asp 


Leu 


Leu 


Leu 


Ala 


Gin 


A. la 


Ser 


A.sp 




130 










13 5 










t a n 
140 










Lys 


Tyr 


Thr 


Glu 


His 


lie 


Ser 


Leu 


Tyr 


His 


Lys 


Ala 


Leu 


Asp 


Gin 


Arg 


145 










150 










155 










1 O 0 


Asn 


Ala 


Ser 


lie 


Lys 


Ala 


Gin 


Asn 


Gin 


Lys 


Ala 


-J- "1 _ 

lie 


Ser 


Ala 


Trp 


Asn 
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1 / U 










1 / D 




Ser 
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Leu 
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Ala 


Tyr 


Gly 
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Leu 


Val 
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Phe 


Leu 


Arg 
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Glu 








180 
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Thr 
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Lys 


Leu 
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Thr 


He 


Phe 


Gin 


Thr 


Leu 


Trp 


Asp 


Asn 


Thr 






195 










inn 
zUu 










ZU j 








Leu 


Lys 


Glu 


Thr 


Leu 


Ser 


Leu 


Arg 


Tyr 


Glu 


Ser 


Ser 


Leu 


lie 


rpV\ -v- 

inr 


blU 




210 










"inc. 

Z lb 










zzU 










Glu 


Ser 


Pro 


Thr 


Leu 


Asn 


Asp 


lie 


Ala 


Ser 


Asn 


Tyr 


Tyr 


blU 


bin 


Leu 


225 




















ZJ J 










9 A Cl 


Arg 


lie 


Ala 


Asn 


Thr 


Lys 


Asp 


Leu 


Asp 


Leu 


Gly 


Tyr 


mr 


Mec 


vai 


biy 










245 
























Pro 


His 


Arg 


Asp 


Glu 


Leu 


Leu 


Leu 


Thr 


lie 


Asn 


Asp 


Leu 


Pro 


vai 


Aid 








2 60 
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Lys 


Phe 


Ser 


Ser 


Glu 


Gly 


Gin 


Lys 


His 


Ser 


Leu 


Leu 


Aid 


vai 


Leu 


Arg 




275 










28 0 










O Q C 
ZoD 








Phe 


Ala 


Glu 


Cys 


Val 


Tyr 


Leu 


Gin 


Glu 


Glu 


Pne 


Cys 


lie 


HIS 


Pro 


Leu 




290 










295 










300 










Leu 


Cys 


Met 


Asp 


Asp 


He 


His 


Ala 


cys 


Leu 


Asp 


Gin 


Gin 


Arg 


Leu 


Asp 


305 










310 










315 










320 


Gin 


Leu 


Leu 


Gin 


Leu 


Ser 


Asn 


Ser 


Leu 


Gly 


Gin 


Val 


Val 


Thr 


Thr 


Ser 










325 










330 










335 




Thr 


. lie 


Cys 


Pro 


Asp 


.His 


Arg 


Ser 


Thr 


Thr 


Ser 


Cys 


He 


Phe 


His 


Val 








340 










345 










350 






Thr 


Gin 


Ala 


Gin 


Val 


Ser 


Leu 


Val 


Ala 


Pro 


Gin 


Ser 


Leu 












355 










360 










365 









(2) INFORMATIONS POUR LA SEQ ID NO: 388: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 33 3 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 3 827 04 .. 3 83 7 02 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 388: 

Asn Asn He Asn Arg Cys Cys Glu Met Lys Asn Phe Leu Leu Thr He 

15 10 15 

Leu Phe Leu Leu Met Gly Thr Ser Leu Leu Ala Asp Pro Ser Val He 

20 25 30 

Gin Thr Leu Thr Ser Gly Val Ala Gly Val Asn Ser He Arg Glu Glu 
35 40 45 
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Lys 


Glu 


Ser 


vai 


vai 


Cys 


Val 


fll o 


Ala 

rVlct 


Pino 


Leu 


Arg 


Ser 


Tvr 


Glv 


Ser 


50 










55 










60 










Leu 


Lys 


Pro 


lie 


Gly 


Arg 


val 


Leu 


C 1 1 1 


Lys 


Glu 


Asn 


Tvr 
xy i 


Aso 


Val 


Phe 


65 








1 U 




















80 


lie 


Trp 


Asn 


Tyr 


Glu 


mr 


Arg 


Lys 


rlie 


1 111 


Leu 


Glu 


Lys 


His 


Ala 


Glu 




























95 




His 


Leu 


Val 


Arg 
100 


Leu 


Leu 


Asn 


Lys 


T 1 Q 

lie 
105 


Ala 


blU 


Leu 


i_j_y t> 


Pro 
110 


Civ 


I le 


Pro 


He 


Asn 
115 


Phe 


Val 


Thr 


I_T A IT* 

HIS 


Ser 
120 


vai 




pi 

\j ± y 


vai 


Tie* 

125 


Val 


Arg 


Val 


Ala 


Leu 
130 


Ala 


His 


Pro 


Asp 


Cys 
135 


Pro 


bill 


bill 


Ala. 


Lys 
140 


J— j_y is 


Gly 


Lys 


Ala 


Val 


Leu 


Met 


Ala 


Pro 


Pro 


Asn 


Ala 
/Via. 


biy 


Ser 


X 111. 




Ala 


Arg 


Arg 


Tvr 


145 










lbU 










1 j J 










160 


Ser 


Arg 


Ser 


Ser 


Leu 


val 


Gin 


Phe 


vai 


irne 


b?iy 


Arg 


i*y s 


Leu 


Gly 


Met 








tec 

16b 










1 / u 










17 5 




Gin 


Leu 


Leu 


Thr 
180 


Tyr 


Ser 


Pro 


Glu 


His 
185 


j*ie u 


Leu 


Asn 


Tip 
lie 


1 a 

190 


Lys 


Met 


Pro 


Ser 


Ser 
195 


Val 


Asp 


vai 


Leu 


vai 
200 


Leu 


Ser 


Vjj _L y 


Thr 


Lys 
205 


Lys 


Ser 


Lys 


Phe 


Leu 
z 1 U 


Leu 


Phe 


Gin 


Leu 


(jIU 

215 


fin 


Asp 


Asn 


Asp 


Gly 
220 


Lys 


Val 


Cvs 


Val 


Thr 


Glu 


Thr 


Arg 


Leu 


Asp 


J. 111. 


Pro 


His 


Gin 


Asn 


Tvr 


He 


He 


Asp 


Ala 


225 










OTA 

-3 u 










23 5 










240 


Asn 


His 


Thr 


Tyr 


Tie* 

lie 


T 1 o 

1 lfc= 


J. ill. 


Jt\.Zd 1 1 




Thr 


Ser 


Leu 


Phe 


Leu 


Met 


Ara 








245 










250 










255 




Glu 


Phe 


Leu 


Arg 
260 


Asn 




Ser 


Arg 


Ser 
265 




AT 3 
rtx a 


Leu 


Thr 


Gin 

270 


Val 


Pro 


Glu 


Glu 


He 
275 


Glu 


Ala 


Ser 


He 


Gin 
280 


Gin 


Ser 


Pro 


Lys 


Ala 
285 


Lys 


Val 


Asn 


Lys 


Glu 


Lys 


Ser 


Lys 


Asp 


He 


Tyr 


Val 


He 


His 


Cys 


Leu 


Gly 


Ala 


His 


290 










295 










300 










Pro 


Tyr 


Ser 


Leu 


Tyr 


Gly 


Phe 


Pro 


Lys 


Ser 


Arg 


Thr 


Ser 


Pro 


Asn 


Glu 


305 








310 










315 










320 


Asn 


Ser 


Arg 


Lys 


Val 
325 


Leu 


Glu 


Gly 


Gin 


Glu 
330 


Tyr 


Lys 


Lys 









(2) INFORMATIONS POUR LA SEQ ID NO: 3 89: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 97 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineajire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 3 83 655 3 83 94 5 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 389: 

Trp Leu Ser Gly Pro Val Gly He Val Arg He Leu His Thr Gly Trp 

1 5 10 15 

Ser Val Gly He Pro Glu Ala Leu Ala Trp He Gly Leu He Ser Val 

20 25 30 

Asn Leu Ala Val Leu Asn Leu Leu Pro He Pro Val Leu Asp Gly Gly 

35 40 45 

Tyr He Leu Leu Cys Leu Trp Glu He Leu Ser Arg Arg Arg Leu Asn 
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50 55 60 

Met Arg Leu Val Glu Lys Ala Leu Val Pro Phe Met lie Leu Leu Val 
65 70 75 80 

Leu Phe Phe Val Phe Leu Thr Leu Gin Asp Leu Ser Arg Val Phe Val 
35 90 95 

Gly 



(2) INFORMATIONS POUR LA SEQ ID NO : 390: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 423 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 83 94 9 3 8 52 17 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 3 90: 



val 


Ala 


Leu 


Glu 


Aia 


Asp 


rfie 


Cys 


±^ne 


S er 


Arg 


Arg 


XT L. \~> 


Leu 


nld 


Asn 


1 








b 










1 u 










J. _) 




Leu 


Leu 


val 


Ala 


lie 


rile 


vai 






lie 


Leu 


iyr 


rne 














2 0 




















_3 U 






Arg 


Thr 


Lys 


Ser 


Phe 


Ser 


Glu 


His 


Thr 


Ser 


He 


Val 


Gly 


Trp 


Val 


His 






35 










40 










45 








Pro 


Ser 


Leu 


Glu 


Gin 


Gin 


Gly 


Leu 


His 


Ala 


Gly 


Asp 


Gin 


He 


Phe 


Phe 




50 










55 










60 










Cys 


Asn 


Gly 


Gin 


Pro 


Tyr 


Ser 


Gly 


His 


Lys 


Met 


Ala 


Phe 


Ser 


Ser 


Ser 


65 










70 










75 










80 


Leu 


Leu 


Glu 


Arg 


Lys 


Leu 


Ser 


Leu 


Gin 


Gly 


Gin 


His 


Pro 


Ala 


Tyr 


Phe 










85 










90 










95 




Ser 


Glu 


Ser 


Glu 


Ala 


Phe 


Ser 


Leu 


Glu 


Ala 


Pro 


Phe 


Asn 


Pro 


Asp 


Met 








100 










105 










110 






Glu 


Gly 


Val 


Pro 


Cys 


Leu 


Gly 


Ala 


Ser 


Tyr 


Leu 


Leu 


Tyr 


Arg 


Gly 


Ser 






115 










120 










125 








Asp 


Pro 


Leu 


Pro 


Glu 


Lys 


Ser 


Pro 


Leu 


Val 


Asp 


Ala 


Gly 


Leu 


Ser 


GlU 
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Gly 


Asp 


Arg 


Leu 


Val 


Trp 


Met 


Asp 


Gly 


Leu 


Leu 


Val 


Phe 
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Gly 


Ala 


145 










150 










155 
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Gin 


Val 


Ser 


Gin 


Met 


Leu 


Asn 


Glu 


Lys 


Gin 


Ser 


Phe 


Leu 


Arg 


Val 


Glu 










165 
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Arg 


Gin 


Gly 


Lys 


Val 


Val 


Phe 


Val 


Arg 


Gin 


Ala 


Arg 


Val 


Leu 


Ala 


Gly 
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185 
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Thr 
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Tyr 


Phe 


Lys 


Asn 


Glu 


Leu 


He 


Asp 


Cys 


Gin 
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Tyr 


Glu 


Ala 


Gly 


Leu 


Lys 
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Trp 


Ala 


Ser 


Leu 


Tyr 


Met 


Leu 


Pro 




210 










215 
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Tyr 


He 


He 
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Gly 
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Gly 


Phe 


Val 


Glu 


Ser 


Lys 


Val 


Lys 


Leu 


Leu 


225 










230 
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240 
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Tyr 
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Leu 
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Lys 










245 
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He 
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270 






Arg 


Leu 


Val 


Gin 


Asp 


His 


Arg 


Val 
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He 
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Arg 


Met 


Ser 






275 










280 
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Pro 


Glu 
290 


Gin 


Leu 
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Val 
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Asp 
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Val 
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j i j 
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Gly 


Glu 


Glu 


Arg 


Glu 
325 


val 


Ser 


Arg 


Leu 


Gly 
33 0 


Asp 


Tyr 


Arg 


Leu 


vai 
335 


inr 


Arg 


Val 


Gin 


Pro 
340 


Arg 


Pro 


Trp 


Aia 


HIS 

345 


1 le 


Tyr 


Ser 


bill 


TV "1 

Aia 
350 


Leu 


Leu 


Asp 


Lys 


Gin 
355 


Arg 


Ala 


Leu 


Ala 


Ser 
360 


Lys 


Phe 


Arg 


Asp 


Glu 
365 


Gin 


Glu 


Arg 


Arg 


Tyr 

370 


Tyr 


Leu 


Glu 


Arg 


He 
37 5 


Glu 


Ala 


Glu 


Asn 


Gin 
380 


Arg 


He 


Ser 


Leu 


Gly 


He 
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Leu 


Arg 


Ser 


Ser 


Arg 


Ser 


Val 


Gin 


Ser 


Gly 


Ser 


Leu 


Gly 


385 










390 
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He 


Asp 


Gly 


Gly 


He 
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Arg 


Phe 


Arg 
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Gly 
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Gly 


Ala 
420 


Gly 
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Pro 





















(2) INFORMATIONS POUR LA SEQ ID NO : 3 91: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 110 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 8517 8 3 85507 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 391: 

Met Thr He He Tyr Phe Val Leu Ala Ala Leu Ala Leu Gly Phe Leu 

1 5 10 15 

He Leu He His Glu Leu Gly His Leu Leu Ala Ala Lys Ala Val Gly 

20 25 . 30 

Met Ser Val Glu Ser Phe Ser He Gly Phe Gly Pro Ala Leu Val Arg 

35 40 45 

Lys Lys He Gly Ser Val Glu Tyr Arg He Gly Ala He Pro Phe Gly 

50 55 60 

Gly Tyr Val Arg He Lys Gly Met Asp Arg Asn Asp Lys Asp Asn Ser 
65 70 _ 75 80 

Gly Asp Lys Glu Lys Thr Val Tyr Asp He Pro Glu Gly Phe Phe Ser 

85 .90 95 

Lys Ser Pro Trp Lys Arg He Phe Val Leu Ala Ala Gly Leu 
100 105 110 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 92: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 380 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: complement (385706 .. 386845 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 3 92: 

Leu Leu Lys His Leu Ala Leu lie Gly Ser Thr Gly Ser lie Gly Arg 

15 10 15 

Gin Val Leu Gin Val Val Arg Ser lie Pro Asp Thr Phe lie lie Glu 

20. 25 30 

Thr Leu Ala Ala Tyr Gly Arg Asn Gin Glu Ala Leu lie Ser Gin lie 

35 40 45 

Arg Glu Phe Asn Pro Arg Val Val Ala Val Arg Glu Glu Thr Thr Tyr 

50 55 60 

Lys Glu Leu Arg Lys Leu Phe Pro His lie Glu lie Leu Leu Gly Glu 
65 70 75 80 

Glu Gly Leu Val Ser Val Ala Thr Glu Pro Ser Val Thr He Thr He 

85 90 95 

Val Ala Ser Ser Gly He Asp Ala Leu Pro Ala Val He Ala Ala He 

100 105 110 

Arg Gin Lys Lys Thr He Ala Leu Ala Asn Lys Glu Ser Leu Val Ala 

115 120 125 

Ala Gly Glu Leu Val Thr Thr Leu Ala Arg Glu Asn Gly Val Gin He 

130 135 140 

Leu Pro He Asp Ser Glu His Asn Ala Leu Phe Gin Cys Leu Glu Gly 
145 150 155 160 

Arg Asp Ser Ser Thr He Lys Lys Leu Leu Leu Thr Ala Ser Gly Gly 

165 170 175 

Pro Leu Arg Asn Lys Ser Lys Glu Glu Leu Gin Lys Val Ser Leu Gin 

180 185 190 

Glu Val Leu Arg His Pro Val Trp Asn Met Gly Pro Lys He Thr Val 

195 200 205 

Asp Ser Ser Thr Leu Val Asn Lys Gly Leu Glu He He Glu Ala Phe 

210 215 220 

Trp Leu Phe Gly Leu Glu Ala Val Glu He Glu Ala Val He His Pro 
225 230 235 240 

Gin Ser Leu Val His Gly Met Val Glu Phe Cys Asp Gly Thr He Leu 

245 250 255 

Ser Val Met Lys Pro Pro Ser Met Leu Phe Pro He Gin His Val Leu 

260 265 270 

Thr Phe Pro Glu Arg Ser Pro Ala He Gly Pro Gly Phe Asp Phe Leu 

275 280 285 

Ser Asn Arg Thr Leu Glu Phe Phe Pro He Asp Glu Asp Arg Phe Pro 

290 295 300 

Ser Val His Leu Ala Lys Arg Val Leu Leu Glu Lys Gly Ser Met Gly 
305 310 315 320 

Cys Phe Phe Asn Gly Ala Asn Glu Ala Leu Val His Arg Phe Leu Ala 

325 330 335 

Gly Glu He Ser Trp His Gin He Val Pro Lys Leu Gin Ala Leu Val 

. 340 345 350 

Asp Gin His Arg Val Gin Ser Cys Leu Ser Leu Glu Glu He Leu Ser 

. 355 - 360 365 

Val Asp Ala Glu Ala Arg Ala Arg Ala Gin Glu Cys 
370 375 380 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 93: 



(i) CARACTERI STI QUES DE LA SEQUENCE: 
(A) LONGUEUR: 167 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTKETIQUE : oui 



(viii) POSITION DANS LE GENOME: 3 S6127 . . 3 86627 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 393: 
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Ser 


He 
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(2) INFORMATIONS POUR LA SEQ ID NO: 394: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 167 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 8 687 2 3 873 72 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 394: 

Gly Pro Ser Leu Ser Leu Val Met Arg Xaa Phe Thr Lys Thr Asp He 

1 5 10 15 

Leu Pro He Phe Leu Val Leu Leu He Asn Leu Gly He Ser Tyr Cys 

20 25 30 

Phe Phe Ser Ser Phe Val Cys Val Ser Phe Asp Thr He Phe Ala Phe 

35 40 45 

Ser Leu Gly He Arg Val Arg Leu Val Asp Tyr Leu Val Met Leu Leu 

50 "* 55 60 

Leu Ser Ala Ser He Val Gly Ala Phe Lys Ala Val Gly Val Leu Met 
65 70 75 80 

Ser Leu Ala Phe Leu Leu He Pro Gly Leu He Ala Lys Leu He Ala 
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85 90 95 

Ser Ser Val Gin Glu Met Met Val Tyr Ser Met Val Phe Gly Gly Leu 

100 105 110 

Ala Ala Leu lie Ala Pro Ala Leu Ser Arg Ser lie Leu Ser Val Tyr 

115 120 125 

Gly lie Gly Leu Ser Thr Ser Gly Leu Ala Val Gly Leu Leu Leu Val 

130 135 140 

Phe Tyr Val Val Met Leu Val Phe Val Cys Ser Lys Arg Ala lie Met 
145 150 155 160 

Leu Arg Gin Lys Leu Asp Lys 
165 



(2) INFORMATIONS POUR LA SSQ ID NO: 3 95: 



(i) C ARAC TER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 12 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHETIQUE : OU i 



(viii) POSITION DANS LE GENOME: complement ( 3 873 3 8 . . 3 87724 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 3 95: 



Leu 


Tyr 


He 


Asp 


Asp 


He 


Gin 


Val 


He 


Val 


Phe 


Phe 


Ala 


He 


Ala 


Val 


1 








5 










10 










15 




Ser 


Cys 


Ser 


Val 


Val 


Gly 


Thr 


Phe 


Leu 


Val 


Leu 


Lys 


Lys 


Met 


Ala 


Met 






20 










25 










30 






Tyr 


Ala 


Asn 


Val 


Val 


Ser 


His 


Thr 


He 


Leu 


Phe 


Gly 


Leu 


Val 


Cys 


Val 




35 










40 










45 








Cys 


Leu 


Phe 


Thr 


His 


Gin 


Leu 


He 


His 


Leu 


Ser 


Met 


Gin 


Ala 


Leu 


Thr 


50 










55 










60 










lie 


Ala 


Ala 


Val 


Ser 


Thr 


Thr 


Leu 


Leu 


Thr 


Gly 


Ala 


Ser 


He 


His 


Phe 


65 










70 










75 










80 


Leu 


Arg 


Asn 


Val 


Phe 
85 


Lys 


Val 


Ala 


Glu 


Glu 
90 


Ala 


Ser 


Thr 


Ala 


Leu 
95 


Val 


Phe 


Ser 


Leu 


Leu 
100 


Phe 


Ser 


Ala 


Ser 


Leu 
105 


Leu 


Leu 


Leu 


Val 


Phe 
110 


Leu 


Thr 


Arg 


Asn 


Ala 
115 


His 


Val 


Gly 


Thr 


Glu 
120 


Leu 


Val 


He 


Gly 


Asn 
125 


Ala 


Asp 


Xaa 



Tyr 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 96: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 145 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineai r e 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 87 81 6 3 882 5 0 ) 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 396: 

Leu Phe Ser Arg Asp Glu Glu His Leu Leu Lys lie Phe Trp Tyr Leu 

15 10 15 

Arg Glu Gin Asn Thr Tyr Gin Val Gly Val Arg Asp Phe Val Arg Ser 

20 25 30 

Arg Lys Tyr Gin Glu Tyr Phe Gly Asp Lys Val Phe Pro Arg Phe Arg 

,35 40 45 

Met Phe Leu Leu Cys Lys Lys Gly Leu Val Ser Cys Ser Glu His Gin 

50 55 60 

Trp Ser Leu Thr Asp Lys Gly Leu Ala Arg Ala Ala Lys Leu Val Arg 
65 .70 75 80 

Ala His Arg Leu Trp Glu Ser Tyr Leu Val Ser Gin Leu Gly Phe Asn 

85 • 90 95 

Lys Asn Glu Val His His Phe Ala Glu Glu Met Glu His Val Leu Thr 

1-00 105 110 

Asp Glu Leu Asp Ser Thr Leu Ser Gin Met Leu Gin Asp Pro Asp Tyr 

115 120 125 

Asp Pro His Gin Arg Glu lie Pro Lys Arg Thr Arg Lys Ser Asp Gly 
130 135 140 

Cys 
145 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 97: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 311 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) ■ HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : complement (388237 .. 389 169 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 397: 



Met 


Leu 


Ser 


Cys 


He 


Phe 


Gin 


Asp 


Thr 


He 


Phe 


Leu 


Ser 


Ser 


Phe 


Leu 


1 








5 










10 










15 




Ala 


Val 


Ser 


Leu 


He 


Cys 


Met 


Thr 


Thr 


Ala 


Leu 


Trp 


Gly 


Thr 


He 


Leu 








20 . 










25 










30 






Leu 


Val 


GlU 


Arg 


Gin 


Pro 


Leu 


Leu 


Ser 


Glu 


Ser 


Leu 


Ser 


His 


Ala 


Cys 






35 










40 










45 








Tyr 


Pro 


Gly 


Leu 


Leu 


He 


Gly 


Ala 


Leu 


Leu 


Ser 


Tyr 


Lys 


Val 


Pro 


Ala 




50 










55 










60 










Phe 


Ser 


Asp 


Ser 


Leu 


Trp 


Val 


He 


He 


Phe 


Phe 


Gly 


Cys 


Leu 


Ala 


Ser 


65 










70 










75 










80 


Val 


Leu 


Gly 


Cys 


Leu 


Gly 


He 


Ser 


Phe 


Leu 


Glu 


Lys 


Lys 


Leu 


Ala 


Met 










85 










90 










95 




His 


Lys 


Asp 


Ser 


Ala 


Leu 


Cys 


Leu 


Val 


Leu 


Val 


Ser 


Phe 


Phe 


Gly 


Val 








100 










105 










110 






Gly 


Val 


lie 


Leu 


Val 


Ser 


Tyr 


Val 


Lys 


Asp 


Cys 


Cys 


Pro 


Leu 


Leu 


Tyr 






115 










120 










125 








Asn 


Lys 


He 


Asn 


Ala 


Tyr 


Leu 


Tyr 


Gly 


Gin 


Ala 


Ala 


Thr 


Leu 


Gly 


Tyr 




130 










13 5 










140 










Thr 


Glu 


Ala 


Lys 


Leu 


Ala 


Leu 


He 


He 


Phe 


Cys 


Leu 


Ser 


Ala 


Val 


Val 


145 










150 










155 










160 


Leu 


Trp 


Trp 


Trp 


Tyr 


Arg 


Gin 


He 


Ser 


Val 


Ala 


He 


Phe 


Asp 


Arg 


Glu 
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165 










17 0 










1 TC 

I/O 




Phe 


Ala 


Tyr 


Ser 


Cys 


Gly 


Leu 


Arg 


Thr 


Arg 


Thr 


Ala 


Glu 


Leu 


Val 


val 








180 










185 










ion 






Leu 


Val 


Phe 


lie 


Ser 


Leu 


Val 


lie 


Val 


Ser 


Gly 


Val 


Arg 


Ser 


Val 


Gly 






195 










200 










O A C 








lie 


Leu 


Leu 


lie 


Ser 


Ala 


Met 


Phe 


Val 


Ala 


Pro 


Pro 


Leu 


Ser 


Ala 


Arg 




210 










215 










o o n 
zzU 










Gin 


Leu 


Ser 


Asp 


Arg 


Leu 


Ser 


Thr 


lie 


Leu 


lie 


Leu 


Ser 


Ser 


lie 


Jrne 


225 










23 0 




















Z. f± u 


Gly 


Gly 


lie 


Cys 


Gly 


Ala 


Leu 


Gly 


Cys 


Tyr 


Phe 


Ser 


Val 


Ala 


Phe 


Thr 










245 










250 










255 




Cys 


Gin 


Thr 


Val 


Val 


Glu 


Gly 


Lys 


Pro 


He 


Ser 


He 


He 


Leu 


Pro 


Thr 






260 










265 










270 






Gly 


Pro 


Leu 


Val 


Val 


Phe 


Phe 


Ala 


Gly 


Val 


Leu 


Val 


Phe 


Leu 


Cys 


Leu 




275 










280 










285 








lie 


Phe 


Ser 


Trp 


Lys 


Thr 


Gly 


Trp 


He 


Thr 


Arg 


Tyr 


Phe 


Arg 


Arg 


Lys 




290 










295 










300 










Met 


Val 


Leu 


lie 


Phe 


Ser 


Arg 





















305 310 



(2) INFORMATIONS POUR LA SEQ ID NO : 3 98: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 61 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: comp lement ( 3 8 9 173 . . 3 8 9 9 5 5 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 3 98: 



Leu 


Phe 


Leu 


Asn 


Arg 


Asp 


Asn 


Ala 


He 


Ala 


Trp 


Ser 


Val 


Glu 


Asp 


Leu 


1 








5 










10 










15 




Cys 


Val 


Asn 


Tyr 


Asp 


His 


Ser 


Asp 


Val 


Leu 


Cys 


His 


He 


Thr 


Phe 


Ser 






20 










25 










30 






Leu 


Pro 


Ala 
35 . 


Gly 


Asp 


Leu 


Ala 


Ala 
40 


He 


He 


Gly 


Pro 


Asn 
45 


Gly 


Ala 


Gly 


Lys 


Ser 


Thr 


Leu 


Leu 


Lys 


Ala 


Ser 


Leu 


Gly 


Leu 


He 


Arg 


Ala 


Ser 


Ser 


50 










55 










60 










Gly 


Gin 


Ser 


Leu 


Phe 


Phe 


Gly 


Gin 


Arg 


Phe 


Ser 


Lys 


Ala 


His 


His 


Arg 


65 










70 










75 










80 


He 


Ala 


Tyr 


-Met 


pro 

85 


Gin 


Arg 


Ala 


Ser 


Val 
90 


Asp 


Trp 


Asp 


Phe 


Pro 
95 


Met 


Thr 


Val 


Leu 


Asp 
100 


Leu 


Val 


Leu 


Met 


Gly 
105 


Cys 


Tyr 


Gly 


Tyr 


Lys 
110 


Gly 


He 


Trp 


Asn 


Arg 


He 


Ser 


Thr 


Asp 


Asp 


Arg 


Gin 


Glu 


Ala 


Met 


Arg 


He 


Leu 




115 










120 










125 








Glu 


Arg 
130 


Val 


Gly 


Leu 


Glu 


Ala 
135 


Phe 


Ala 


Asn 


Arg 


Gin 
140 


He 


Gly 


Lys 


Leu 


Ser 


Gly 


Gly 


Gin 


Gin 


Gin 


Arg 


Ala 


Phe 


Leu 


Ala 


Arg 


Ser 


Leu 


Met 


Gin 


145 










150 










155 










160 


Lys 


Ala 


Asp 


Leu 


Tyr 


Leu 


Met 


Asp 


Glu 


Leu 


Phe 


Ser 


Ala 


He 


Asp 


Met 








165 










170 










175 




Ala 


Ser 


Tyr 


Gin 
180 


Met 


Val 


Val 


Asp 


Val 
185 


Leu 


Gin 


Glu 


Leu 


Lys 
190 


Ser 


Glu 
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Gly Lys Thr lie Val Val lie His His Asp Leu Ser Asn Val Arg Lys 

195 200 205 

Leu Phe Asp His Val He Leu Leu Asn Lys His Leu Val Cys Ser Gly 

210 215 220 

Ser Val Glu Glu Cys Leu Thr Lys Glu Ala He Phe Gin Ala Tyr Gly 
225 230 235 240 

Cys Glu Leu Glu Leu Leu Asp Tyr Thr Leu Lys Leu Ser Arg Gly Lys 

245 250 255 

Tyr Gin Gly Ser Cys 
* 260 



(2) INFORMATIONS POUR LA SEQ ID NO: 3 99: 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 317 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 3 8 9 94 5 3 9 089 5 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 399: 



Lys Leu He Leu 
1 

Asn Ser Cys Ser 
20 

Tyr Val Leu Ser 
35 

Thr Gly Asp Arg 
50 

Pro His Ser Tyr 
65 

Ser Gin Leu He 

Leu Arg Lys His 
100 

Arg Leu Leu Asn 
115 

Pro Asp Pro His 
130 

Lys Glu Val Ala 
145 

Asp Phe Gin Lys 

Asp Arg Trp Ala 
180 

Tyr Leu Val Thr 
195 

Leu Ser Ser Asp 
210 

He Ser Pro Glu 
225 

He Met Arg Val 
Phe Leu Glu Asp 



Arg Gly Leu Leu 
5 

Ser Ser Arg Gly 

Met Asn Arg Met 
40 

Va 1 Lys Asn He 
55 

Glu Met Val Lys 
70 

Phe Cys Asn Gly 
85 

Leu Glu Gly Asn 

Lys Asn Cys Phe 
120 

He Trp Thr Asp 
135 

Ala Ala Leu He 
150 

Asn Ala Asp Gin 
165 

Val Arg Ser Leu 

Gly His Asn Ala 
200 

Ala Glu Arg Val 
215 

Gly Leu Ser Pro 
230 

Val Glu Tyr He 
245 

Thr Leu Asn Gin 



Cys Leu Ala Gly 
10 

Asn Gin Pro Ala 
25 

He Cys Asp Cys 

Val Leu He Asp 
60 

Gly Asp Glu Asp 
75 

Leu Gly Leu Glu 
90 

Pro Lys Val Phe 
105 

Asp Leu Leu Ser 

Met Arg Val Trp 
140 

Gin Gin Phe Pro 
155 

He Leu Ser Glu 
170 

Ser Thr He Pro 
185 

Phe Ser Tyr Phe 

Ser Gly Glu Trp 
220 

Glu Ala Gin He 
23 5 

Ser Ala Asn Asp 
250 

Asp Ala Leu Arg 



Cys Phe Leu Met 
15 

Asp Glu Ser He 
30 

Val Ser Arg He 
45 

Gly Ala He Asp 

Arg Met Ala Met 
80 

His Ser Ala Ser 
95 

Asp Phe Gly Gin 
110 

Glu Glu Gly Phe 
125 

Gly Ala Ala Val 

Gin Tyr Glu Glu 
160 

Met Glu Glu Leu 
175 

Glu Lys Asn Arg 
190 

Thr Arg Arg Tyr 
205 

Arg Ser Arg Cys 

Ser He Arg Asp 
240 

Val Glu Val Val 
255 

Lys He Val Ser 
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260 

Cys Ser Lys Ser Gly 
275 

Ser Asp Asn Val Cys 
290 

Arg Thr lie Thr Glu 
305 



265 

Gin Lys lie Arg Leu Ala 
280 

Asp Asn Tyr Phe Ser Thr 
295 

Glu Leu Gly Gly Thr Val 
310 315 



270 

Lys Ser Pro Leu Tyr 
285 

Phe Gin His Asn Val 
300 

Leu Glu 



(2) INFORMATIONS POUR LA SEQ ID NO: 400: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 99 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 3 9 1514 3 9 1810 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 4 00: 



Leu 


Thr 


He 


Thr 


He 


Asn 


Lys 


Ala 


Lys 


Thr 


Thr 


He 


Cys 


Arg 


Thr 


Arg 


1 








5 










10 










15 




Leu 


Pro 


Thr 


Lys 


Glu 


Leu 


Phe 


Met 


Ala 


Thr 


Ala 


Gin 


He 


Thr 


He 


Gin 








20 










25 










30 






Glu 


Glu 


He 


Glu 


Gin 


Leu 


He 


Thr 


Lys 


Ala 


He 


Ser 


Lys 


Val 


Gly 


Gly 






35 










40 










45 








Ser 


Lys 


Glu 


Asn 


Asp 


Leu 


Cys 


Arg 


Tyr 


Leu 


Pro 


Gly 


Pro 


Thr 


Gly 


Gly 




50 










55 










60 










Tyr 


Met 


His 


His 


Phe 


Thr 


Leu 


Lys 


Lys 


Met 


Lys 


Asn 


Ser 


Ala 


Pro 


Glu 


65 










70 










75 










80 


Gin 


Leu 


Leu 


Lys 


Asn 


Val 


Lys 


Asp 


Val 


Cys 


Asp 


Arg 


Phe 


Tyr 


His 


Ser 










85 










90 










95 




Gin 


He 


His 





























(2) INFORMATIONS POUR LA SEQ ID NO: 401: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 529 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 3 92410 3 93 9 96 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 401: 

Asn Met Thr Gin Thr Ala Glu Lys Pro Phe Gly Lys Leu Arg Ser Phe 

1 5 10 15 

Leu Trp Pro He His Met His Glu Leu Lys Lys Val Leu Pro Met Phe 

20 .25 30 

Leu Met Phe Phe Cys He Ser Phe Asn Tyr Thr He Leu Arg Asp Thr 
35 40 45 
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Lys Asp Thr Leu lie Val Thr Ala Pro Gly Ser Gly Ala Glu Ala lie 

50 55 60 

Pro Phe lie Lys Leu Trp Leu Val Val Pro Ser Ala Val Val Phe Met 
65 70 75 80 

Leu lie Tyr Ala Lys Leu Ser Asn lie Leu Asn Lys Gin Ala Leu Phe 

85 90 95 

Phe Ala Val Leu Ser Pro Phe Val Val Phe Phe Ala Leu Phe Pro Val 

100 105 110 

Val lie Tyr Pro Cys Arg His lie Leu His Pro Thr Ala Phe Ala Asp 

115 120 125 

Thr Leu Gin Ser lie Leu Pro Ser Gly Phe Met Gly Phe lie Ala Met 

130 135 140 

Leu Arg Asn Trp Thr Phe Ala Val Phe Tyr Val Leu Ser Glu Leu Trp 
145 150 155 160 

Gly Ser Val Met Leu Ser Leu Met Phe Trp Gly Phe Ala Asn Glu lie 

165 170 175 

Thr Lys lie Ser Glu Ala Lys Arg Phe Tyr Ala Leu Phe Gly Val Gly 

180 185 190 

Ala Asn Val Ala Leu Leu lie Ser Gly Pro Ala lie lie Trp Ser Ser 

195 200 205 

Lys Leu Arg Ala Ser Leu Gly Glu Gly Val Asp Pro Trp Gly Val Ser 

210 215 220 

Leu Tyr Phe Leu Met Ala Met Phe Leu Cys Ser Cys Ala lie lie Ala 
225 230 235 240 

Ala Cys Tyr Trp Trp Met Asn Arg Tyr Val Leu Thr Asp Pro Arg Phe 

245 250 255 

Tyr Asn Pro Ala Glu Leu Lys Ala Lys Lys Ser Lys Pro Lys Met Ser 

260 265 270 

Met Gly Glu Ser Phe Ser Tyr Leu Leu Arg Ser Pro Tyr Met Leu Leu 

275 280 285 

Leu Ala Leu Leu Val lie Cys Tyr Gly lie Cys lie Asn Leu Val Glu 

290 295 300 

Val Thr Trp Lys Ser Gin Leu Lys Met Gin Phe Pro Asn Pro Asn Asp 
305 310 315 320 

Tyr Ser Ala Phe Met Gly Asn Phe Ser Phe Trp Thr Gly Val Val Ser 

325 330 335 

Val Phe Val Met Leu Phe lie Gly Gly Asn Val lie Arg Arg Phe Gly 

340 345 350 

Trp Leu Thr Gly Ala Leu Val Thr Pro lie Met Val Leu Val Thr Gly 

355 360 365 

Ala Val Phe Phe Ala Leu Val lie Phe Arg Asp His Ala Thr Gly Leu 

370 375 380 

Val Ala Ala Leu Gly Thr Thr Pro Leu Met Leu Ala Val Val Val Gly 
385 390 _ 395 400 

Ala lie Gin Asn lie Leu Ser Lys Ser Thr Lys Tyr Ala Leu Phe Asp 

• 405 410 415 

Ala Thr Lys Glu Leu Ala Tyr lie Pro Leu Asp Gin Glu Gin Lys Val 

420 425 430 

Lys Gly Lys Ala Ala lie Asp Val Val Ala Ala Arg Phe Gly Lys Ser 

435 440 ■ 445 

Gly Gly Ser Leu lie Gin Gin Gly Leu Leu Val Val Cys Gly Ser lie 

450 455 460 

Gly Ala Met Thr Pro Phe Leu Ala Val Ala Leu Phe Ala lie lie Met 
465 470 475 480 

Val Trp Leu Thr Ser Ala Thr Lys Leu Asn Lys Leu Phe Leu Ala Ala 

485 490 495 

Ser Ala Ala Lys Glu Gin Glu Leu Xaa Glu Ala Ala Ala Ala Glu Lys 

500 505 510 

Glu Ala Ser Ser Ala Ala Lys Glu Ser Ala Pro Ala lie Glu Gly Val 
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515 520 525 

Ser 



(2) INFORMATIONS POUR LA SEQ ID NO: 402: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 3 9-5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 3 9 4 17 0 3 9 53 54 
(xi)* DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 402: 



Thr 


Arg 


Leu 


Lys 


Thr 


Leu 


Lys 


Pro 


Tyr 


Lys 


Tip 

X it; 


C 1 ti 

VjJLU 


Asn 


He 


Arg 


Asn 


1 








b 
























Phe 


Ser 


He 


lie 


Ala 


HIS 


lie 


Asp 


nis 


\jf j.y 


Lys 


c* r^y 


J. il-L 


Tie, 
1 X c 


Ala 


Asp 








2 0 










Z D 
















Arg 


Leu 


Leu 


Glu 


Ser 


inr 


Ser 


rpV. r- 

inr 


J. ±e 


pi n 


r» "1 -n 




Glu 


Met 


Arg 


Glu 




3 5 




























Gin 


Leu 


Leu 


Asp 


Ser 


MeC 


Asp 


Leu 




Arg 




Arg 


Gly 


He 


Thr 


He 




50 










3D 




















Lys 


Ala 


His 


Pro 


val 


mr 


Met 


Thr 


Tyr 


Vjl U 


iyr 


Glu 


Gly 


Glu 


Thr 


Tvr 


65 










1 U 










/ j 










8 0 


Glu 


Leu 


Asn 


Leu 


I le 


Asp 


Thr 


Pro 


tjiy 


HIS 


Vct± 


Asp 




t= i 


±yi. 


Glu 










Q C 










q n 
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Val 


Ser 


Arg 


Ser 


Leu 


Ala 


Ala 


Cys 


Glu 


Gly 


Ala 


Leu 


Leu 


He 


Val 


Asp 






100 










105 










110 






Ala 


Ala 


Gin 


Gly 


Val 


Gin 


Ala 


Gin 


Ser 


Leu 


Ala 


Asn 


Val 


Tyr 


Leu 


Ala 






115 










120 










125 








Leu 


Glu 


Arg 


Asp 


Leu 


Glu 


He 


He 


Pro 


Val 


Leu 


Asn 


Lys 


He 


Asp 


Leu 




130 










135 










140 










Pro 


Ala 


Ala 


Gin 


Pro 


Glu 


Ala 


He 


Lys 


Lys 


Gin 


He 


Glu 


Glu 


Phe 


He 


145 










150 










155 










160 


Gly 


Leu 


Asp 


Thr 


Ser 


Asn 


Thr 


He 


Ala 


Cys 


Ser 


Ala 


Lys 


Thr 


Gly 


Gin 








165 










17 0 










175 




Gly 


He 


Pro 


Glu 


He 


Leu 


Glu 


Ser 


He 


He 


Arg 


Leu 


Val 


Pro 


Pro 


Pro 






180 










185 










190 






Lys 


Pro 


Pro 


Gin 


GlU 


Thr 


Glu 


Leu 


Lys 


Ala 


Leu 


He 


Phe 


Asp 


Ser 


His 




195 










200 










205 








Tyr 


Asp 


Pro 


Tyr 


Val 


Gly 


He 


Met 


Val 


Tyr 


Val 


Arg 


Val 


He 


Ser 


Gly 




210 










215 










220 










Glu 


He 


Lys 


Lys 


Gly 


Asp 


Arg 


He 


Thr 


Phe 


Met 


Ala 


Thr 


Lys 


Gly 


Ser 


225 








230 










235 










240 


Ser 


Phe 


Glu 


Val 


Leu 


Gly 


He 


Gly 


Ala 


Phe 


Leu 


Pro 


Glu 


Ala 


Thr 


Leu 










245 










250 










255 




Met 


Glu 


Gly 


Ser 


Leu 


Arg 


Ala 


Gly 


Gin 


Val 


Gly 


Tyr 


Phe 


He 


Ala 


Asn 






260 










265 










270 






Leu 


Lys 


Lys 


Val 


Lys 


Asp 


Val 


Lys 


He 


Gly 


Asp 


Thr 


Val 


Thr 


Thr 


Val 






275 










280 










285 








Lys 


His 


Pro 


Ala 


Lys 


Glu 


Pro 


Leu 


Glu 


Gly 


Phe 


Lys 


Glu 


He 


Lys 


Pro 


290 










295 










300 










Val 


Val 


Phe 


Ala 


Gly 


He 


Tyr 


Pro 


He 


Asp 


Ser 


Ser 


Asp 


Phe 


Asp 


Thr 


305 










310 










315 










320 
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Leu Lys Asp Ala Leu Gly Arg Leu Gin Leu Asn Asp Ser Ala Leu Thr 

325 330 335 

lie Glu Gin Glu Ser Ser His Ser Leu Gly Phe Gly Phe Arg Cys Gly 

340 345 350 

Phe Leu Gly Leu Leu His Leu Glu lie lie Phe Glu Arg lie Ser Arg 

355 360 365 

Glu Phe Asp Leu Asp lie lie Ala Thr Ala Pro Ser Val lie Tyr Lys 

370 375 330 

Val Val Leu Lys Asn Gly Lys Thr Leu Phe lie 
385 390 395 



(2) INFORMATIONS POUR LA SEQ ID NO: 403: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 228 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire . 

( ii i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 395309 3 95992 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 403: 

Arg Tyr Leu Gin Ser Arg Leu Lys Lys Trp Gin Asn Pro Phe Tyr Leu 

1-5 10 15 

lie Thr Gin Gin His lie Leu Thr Gin Leu Leu Leu Asn Thr Trp Lys 

20 25 30 

Ser Leu Gly Ser lie Val Asn lie lie Thr Pro Gin Glu Tyr Leu Ser 

35 40 45 

Asn lie Met Ser Leu Cys Met Asp Lys Arg Gly lie Cys Leu Lys Thr 

50 55 60 

Asp Met Leu Asp Gin His Arg Leu Val Leu Ser Tyr Glu Leu Pro Leu 
65 70 75 80 

Asn Glu lie Val Ser Asp Phe Asn Asp Lys Leu Lys Ser Val Thr Lys 

85 90 95 

Gly Tyr Gly Ser Phe Asp Tyr Arg Leu Gly Asp Tyr Lys Lys Gly Ala 

100 105 110 

lie lie Lys Leu Glu lie Leu lie Asn Asp Glu Ala Val Asp Ala Phe 

115 120 125 

Ser Cys Leu Val His Arg Asp Lys Ala Glu Ser Lys Gly Arg Ser lie 

130 135 140 

Cys Glu Lys Leu Val Asp Val lie Pro Pro Gin Leu Phe Lys lie Pro 
145 150 155 160 

lie Gin Ala Ala lie Asn Lys Lys lie lie Ala Arg Glu Thr lie Arg 

165 170 175 

Ala Leu Ala Lys Asn Val Thr Ala Lys Cys Tyr Gly Gly Asp lie Thr 

180 185 190 

Arg Lys Arg Lys Leu Trp Asp Lys Gin Lys Lys Gly Lys Lys Arg Met 

195 200 205 

Lys Glu Phe Gly Lys Val Ser lie Pro Asn Thr Ala Phe Val Glu Val 

210 215 220 

Leu Lys Met Glu 
225 



(2) INFORMATIONS POUR LA SEQ ID NO: 404: 
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(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 160 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 3 9 6 05 9 3 9 653 8 ) 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 404: 



Phe 


Glu 


Asp 


Val 


Arg 


Glu 


Ala 


Leu 


Tyr 


Ala 


Ala : 


Lys 


He 


He 


Ser 


Tyr 


1 








5 










10 










15 




Ala 


Gin 


Gly 


Phe 


Met 


Leu 


Leu 


Lys 


Gin 


Val 


Ser 


Gin 


Asp 


Lys 


Gly 


Trp 








20 










25 










30 






Asp 


Leu 


Asn 


Leu 


Gly 


Glu 


Leu 


Ala 


Leu 


He 


Trp 


Arg 


Gly 


Gly 


Cys 


He 






35- 










40 










45 








He 


Gin 


Ser 


Ala 


Phe 


Leu 


Asp 


Lys 


He 


His 


Gin 


Gly 


Phe 


Glu 


Asn 


Ser 




50 










55 










60 










Pro 


GlU: 


Ala 


His 


Ser 


Leu 


He 


Leu 


Gin 


Asp 


Tyr 


Phe 


Lys 


Lys 


Val 


Leu 


65 










70 










75 










80 


Phe 


Asp 


Ser 


Glu 


Thr 


Gly 


Phe 


Arg 


Arg 


Ala 


Val 


Leu 


His 


Ala 


He 


Gly 










85 










90 










95 




Ser 


Gly 


Val 


Ala 


He 


Pro 


Cys 


Leu 


Ser 


Ser 


Ala 


Leu 


Ser 


Phe 


Tyr 


Asp 








100 










105 










110 






Gly Ty'r 


Arg 


Thr 


Val 


Asp 


Ser 


Pro 


Leu 


Phe 


Leu 


Val 


Gin 


Gly 


Leu 


Arg 






115 










120 










125 








Asp 


Tyr 


Phe 


Gly 


Ala 


His 


Gly 


Tyr 


Glu 


Arg 


Arg 


Asp 


Cys 


Pro 


Arg 


Gly 




130 










135 










140 










Glu 


Phe 


Tyr 


His 


Thr 


Asp 


Trp 


Leu 


Glu 


Thr 


Lys 


Lys 


Thr 


Phe 


Arg 


Ala 


145 










150 










155 










160 



(2) INFORMATIONS POUR LA SEQ ID NO: 405: 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 22 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complemen t ( 3 9 6542 . . 3 97 507 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 405: 

Glu Gly Ser Val Ala Pro Asn Thr Asp He Gly Leu He Gly Leu Ala 

1 5 ■ 10 15 

Val Met Gly Lys Asn Leu Val Leu Asn Met Val Asp His Gly Phe Ser 

20 25 30 

Val Ser Val Tyr Asn Arg Ser Pro Ala Lys Thr Glu Glu Phe Leu Lys 

35 40 45 

Asp His Gly Glu Ser Gly Ala Leu Gin Gly Phe Thr Thr He Gin Glu 

50 55 60 

Phe Val Gin Ser Leu Lys Arg Pro Arg Lys He Met He Met He Lys 
65 70 75 80 
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Ala Gly Ala Pro 

Glu Glu Gly Asp 
100 

Ser Glu Arg Arg 
115 

Gly Met Gly Val 
130 

lie Met Pro Gly 
145 

Phe Gin Ser lie 

lie Gly Thr Gly 
180 

lie Glu Tyr Gly 
195 

Lys Thr Arg Leu 
210 

Glu Trp Asn Gin 
225 

Ala Val Leu lie 

lie Leu Asp Val 
260 

Asp Ala lie Lys 
275 

Leu Ala Arg Tyr 
290 

Gin Glu Phe Pro 
305 

Leu Pro 



Val Asp Glu Met 
85 

lie Leu lie Asp 

Tyr Val Asp Leu 
120 

Ser Gly Gly Glu 
135 

Gly Asn lie Asp 
150 

Ala Ala Gin Val 
165 

Gly Ala Gly His 

Asp lie Gin Leu 
200 

Asn Leu Ser Leu 
215 

Thr Asp Leu Asn 

230. 

Ala Lys Asp Glu 
245 

Ala Gly Gin Lys 

Ala Gly Val Pro 
280 

Leu Ser Thr Trp 
295 

Gly Phe Leu Phe 
310 



lie Ala Ser Leu 
90 

Gly Gly Asn Ser 
105 

Lys Lys Glu Gly 

Glu Gly Ala Arg 
140 

Ala Trp Pro Ala 
155 

Gly Gly Arg Pro 
170 

Phe Val Lys Ala 
185 

lie Cys Glu Thr 

Glu Gin He Gly 
220 

Ser Tyr Leu Leu 
235 

Asn Gly Asn Ala 
250 

Gly Thr Gly Arg 
265 

Met Ser Leu He 

Lys Glu Val Arg 
300 

Xaa Val Asn Leu 
315 



Leu Pro Phe Leu 
95 

Tyr Tyr Leu Asp 
110 

He Leu Phe Val 
12 5 

Lys Gly Pro Ser 

He Ala Pro He 
160 

Cys Cys Ser Trp 
175 

Val His Asn Gly 
190 

Tyr Glu He Leu 
2 05 

Asn He Phe Phe 

Gly Ala Ala Ala 
240 

He Ala Ser Thr 
255 

Trp Val Ala Glu 
270 

He Glu Ser Val 
285 

Thr Lys Ala Ala 

His Lys Lys Leu 
320 



(2) INFORMATIONS POUR LA SEQ ID NO: 40 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 451 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : OU i 



(viii) POSITION DANS LE GENOME: complement ( 3 97401 .. 3 98753 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 406: 

He Phe Met Gin Gin Leu He Asp Asn Leu Lys Lys Arg Gly He Leu 

1 5 10 15 

Asp Asn Ser Ser Ala Gly Leu Glu Ser Leu Thr Val Pro Val Ser Ala 

20 25 30 

Tyr Leu Gly Phe Asp Pro Thr Ala Pro Ser Leu His He Gly His Trp 

35 40 45 

He Gly He Cys Phe Leu Arg Arg Leu Ala Ala Tyr Gly He Thr Pro 

5o" 55 60 

Val Ala Leu Val Gly Gly Ala Thr Gly Met He Gly Asp Pro Ser Gly 
65 70 75 80 

Lys Ser Val Glu Arg Ser Leu Leu Asp Gin Ala Gin Val Leu Asp Asn 



1157 



85 90 95 



Ser 


Lys 


Lys 


lie 


Aid 


Ala 


Ala 


Leu 


Ala 
Ala 


Ser 


ryr 


Leu 


ir X 


\j xy 


Tip 
lie 


A v*/*T 
-fix. y 








inn 
1 U U 










1UD 










X X\J 






lie 


vai 


Asn 


Asn 


nla 


Asp 


irp 


Leu 


\j xy 


Ser 


Leu 


Ser 


Met 


Vai 


Asp 


Phe 






lib 










ion 
xAU 










1 9^ 








Leu 


Arg 


Asp 


vai 


P ~\ -v r 

Lriy 


Lys 


HIS 


.fne 


Arg 


Leu 


\j xy 


Ser 


Met 


Leu 


Ala 


Lys 




13 0 










1 J b 










j. \j 










Asp 


vai 


vai 


Lys 




Arg 


vai 


Tyr 


Ser 


pin 


Glu 


Gly 


lie 


Ser 




Thr 


14 b 










i en 
1 jU 










JL _J _) 










1 60 


Glu 


Pne 


Ser 


Tyr 


Leu 


Leu 


Leu 


Lain 


Ser 


Tyr 


Asp 


±r llfcr 




nio 




XT i 1 fci 










lob 










1 / U 










1 7 R 




Lys 


Glu 


His 


Asn 


vai 


vai 


Leu 


Cjin 


Cys 


Plir 

biy 


biy 


Cor 


Asp 


fin 


irp 


Pl\/ 

ui y 






180 










lob 










i on 
xy yJ 






Asn 


"T" "1 — . 

I le 


Thr 


Ser 


tjiy 


lie 


Asp 


Tyr 


Tin 

lie 


Arg 


Arg 






Leu 


Pl v 


Gin 






"IOC 

19 5 




















9AC 








Ala 


Tyr 


Gly 


.Leu 


Thr 


Tyr 


Pro 


Leu 


Leu 


j. ill. 


Asp 


Ser 


Lys 


Gly 


Lys 


Lys 




210 










/ID 










zzu 










lie 


Gly 


Lys 


Thr 


Glu 


Ser 


Gly 


inr 


lie 


Trp 


Leu 


Asp 


Pro 


ai a 


Leu 


Tin "V~ 


22 5 










o "3 n 










~J ZJ 










240 


Pro 


Pro 


Tyr 


Glu 


Leu 


pne 


Gin 


Tyr 


irne 


Leu 


Arg 


Leu 


Pro 


Asp 


Pin 






















£ -> U 










^ J J 




He 


Ser 


Lys 


vai 


Met 


Arg 


Thr 


Leu 


inr 


Leu 


lieu 


a on 
no j~J 


Asn 


Glu 


Glu 


Vai 








o a n 
zbU 










ZDj 










27 0 






Phe 


Ala 


Leu 


Asp 


Glu 


Arg 


Leu 


inr 


Ser 


Asp 


Pro 


pin 
oJ.il 


Ala 


vai 


Lys 


Xaa 






275 










O Q A 










*? Q. ^ 








Tyr 


lie 


Ala 


Glu 


vai 


T 1 n 

lie 


vai 


Lys 


Asp 


Wa 1 
Vai 


Hie 
nib 


\j xy 


Cor 


oi LI 




T .01 1 
l_j tr u. 


2 90 










*1 a C 










j uu 










Ala 


Gin 


Ala 


Gin 


Ala 


Ala 


inr 


fin 


Ser 


irne 


Jrlie 


r\ X d 


Cor 


ijy s 


PI v 

\jj xy 


T A/Q 
ijy o 


3 05 










Tin 










■lie 
jij 










3 2 0 


Ser 


Tl- 
IlS 


Thr 


Glu 


Ala 


CjIU 


Leu 


vai 


Ala 

Ala 


Leu 


v a x 


Pi 1- 


Ser 


Gly 


Vai 


Gly 










J z b 










J J u 










"t R 

j o j 




vai 


Lys 


vai 


Aia 


Arg 


A J. cL 


Asp 


i_l H 


Tip 
11c 


Gly 


Lys 


Arg 


Tti3 
xxy 


Leu 


Asp 


He 
















.J f± -D 










_> w 






va l 


vai 


blU 


Leu 


piv 
biy 


IT Hfci 






o >- 


A yrT 

rvl y 


Gly 


Gin 


Ala 


Arg 


Arg 


Leu 






J J J 










J DU 










3 65 








He 


Gin 


Gin 


Arg 


Gly 


Leu 


Tyr 


He 


Asn 


Gin 


Glu 


Pro 


Leu 


Ala 


Asp 


Glu 




370 










375 










380 










Gin 


Ser 


He 


Leu 


Asp 


Gly 


Thr 


Gin 


Leu 


Cys 


Phe 


Asp 


Arg 


Tyr 


Vai 


Leu 


385 










390 










395 










400 


Leu 


Ser 


Gin 


Gly 


Lys 


Arg 


Lys 


Lys 


Gin 


Vai 


He 


Asp 


Leu 


Lys 


Leu 


Gly 










405 










410 










415 




Gly 


Vai 


Cys 


Gly 


Ser 


Lys 


Tyr 


Arg 


Tyr 


Trp 


Vai 


Asp 


Trp 


Phe 


Gly 


Arg 








420 










425 










430 






Asp 


Gly 


Gin 


Lys 


Pro 


Cys 


He 


Glu 


His 


Gly 


Gly 


Ser 


Trp 


Phe 


Phe 


Cys 






435 










440 










445 









Phe Cys Leu 
450 



(2) INFORMATIONS POUR LA SEQ ID NO : 4 07: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 60 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: complement ( 3 9 S 9 0 9 3 9 9 688 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 407: 



IT i itr 


V d 1 




Glu 


Tip 
lie 


Phe 


Phe 


Val 


Lys 


Thr 


His 


Asp 


Leu 


A 1 Pi 
m a 


A 0 1~\ 
no £j 


1111 


1 
1 








5 










10 










15 








Leu 


ly i 


r TT~T> 


Ser 


Thr 


Lys 


Glu 


He 


His 


His 


Arg 


Asp 


Val 


Leu 








2 0 










25 










3 0 






Tip 

1 1 x± 




dor 


l yi 




Pro 

Jl jl <y 


l_lt=U 


v a 1 


Lys 


Asn 


v a 1 


Al ^ 
r\ 10. 


Hi <=: 
mo 


A r rr 
m y 


r .01 1 

jl_i tr Li 


Ala 

t\ 1 a 


































Q O T- 




Mot" 
l v lfc= L. 


jt i. tJ 


Qo*r 

iJCl 


nib 


VU.1 


Lys 


ric \~ 


Pin 

\J JL Li 


ASp 


JjSU 


TH rr 

±yr 


A 1 3 
r\ 1 a 


Leu 


iy 














55 










6 0 










V d _L 


VJT ± Li. 




LiGU 


_L 1 tr 


r\J~ y 


Al p\ 
nla 


v di 


Glu 


A rrr 
xi jl y 


php 


A c: n 


Pro 


fin 
olU 


Ly s 


Q or 
O tr ! 


O _> 










7 0 










75 










ft 0 


Lys 


Arg 


irfie 


will 


ser 


rp"i ry 

iyr 


/I J. Ok 


Leu 


rile 


i ie 


lie 


Lys 


nla 


/ila 


lie 


Tic 

lie 










ft c: 




















q c 




Asp 




Leu 


Arg* 


Lys 




Asp 


Trp 


val 


Drn 

±r 1 Lv 


Arg 


Ser 


val 


ryr 


l_j J.I1 


Arg 








100 










105 










110 






Ala 


Asn 


Arg" 


Leu 


rila 


A en 


A 1 Pi 
rila 


Mo t - 
l v ltr t_ 




Q 0 r 


r .01 1 

J_i tr Li 


A r rx 
ai y 


VjlJLl 


1111 


J_i tr Li 


Pit/ 






1 1 c 
IXj 










1 9 n 

J. £. VJ 










iz j 








Lys 


pin 


Pro 


Thr 


Asp 




O 1 11 


Leu 


cys 


V7 1 LL 


±yr 


Leu 


Asn 


lie 


Ser 


bin 




i 7 n 










13 5 










14 0 










±11 




Leu 


oci 




up 


jl 1 ltr- 


Car 


Cor 


Cor 


A r rr 


"Pro 

JET 1 LJ 


A 1 ^ 
met 


j_j tr Li 


v a 1 


T .01 1 
JL-itr: Li 


143 










1 en 
IjU 










ID J 










1 £ n 
1 0 u 


Ser 


Leu 


Asn 


Asp 


Asp 


Phe 


Ser 


Cys 


Gin 


Asp 


Asp 


Asp 


Glu 


Gly 


Leu 


Ala 










165 










170 










175 




Leu 


Glu 


Glu 


Arg 


He 


Ala 


Asp 


Glu 


Arg 


Ala 


Glu 


Thr 


Gly 


Tyr 


Asp 


Val 








180 










185 










190 






He 


Arg 


Lys 


Lys 


Glu 


Ala 


He 


Ser 


He 


Leu 


Thr 


Glu 


Ala 


Leu 


Leu. 


Ala 






195 










200 










205 








Leu 


Asp 


Glu 


Lys 


Glu 


Arg 


Gin 


Val 


Met 


Ala 


Leu 


Tyr 


Tyr 


Tyr 


Asp 


A.sp 




210 










215 










220 










Leu 


Val 


Leu 


Lys 


Glu 


He 


Gly 


Lys 


He 


Leu 


Gly 


Val 


Ser 


Glu 


Ser 


Arg 


225 










230 










235 










240 


Val 


Ser 


Gin 


He 


His 


Ser 


Lys 


Ala 


Leu 


Leu 


Lys 


Leu 


Arg 


Gly 


Thr 


Leu 










245 










250 










255 




Ser 


Ser 


Leu 


Leu 



























260 



(2) INFORMATIONS POUR LA SEQ ID NO: 408: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 130 acidea amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui . 



(viii) POSITION DANS LE GENOME: complement { 3 9 977 8 .. 400167 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 4 08: 

Met Tyr Met Ala Leu Lys Ser Lys Asn Ser Gin Glu Leu Val Glu Cys 

1 5 . 10 15 

Val Arg Lys Tyr Leu Gly Lys Gin He Gly Leu Ser Leu Trp Asn Arg 

20 25 30 

Gin Asp Val Leu Glu Val He Thr He Asp Ser Leu Val Glu Gin Phe 
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35 40 45 

Val Arg Asp Ser Gin Glu Lys Val Val Leu Asp Leu Asn Glu Lys Val 

50 55 60 

Val Ala Gin Val Lys His Leu Leu Arg Val Gly Glu Gly Asn Phe Arg 
65 70 75 80 

Ala lie Val Thr Gly Ser Glu Thr Arg Lys Glu Leu Lys Arg lie Val 

85 90 95 

Asp Pro Tyr Phe Pro Asp Leu Leu Val Leu Ala His Ser Glu Leu Pro 

100 105 110 

Glu Glu lie Pro lie Thr Leu Leu Gly Ala Val Ser Asp Glu Val Leu 
115 120 125 

Leu Ser 
130 



(2) INFORMATIONS POUR LA SEQ ID NO: 409: 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 97 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 4 0003 4 .. 4 01224 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 409: 

Gly lie Ser Phe Pro Leu Gly Ala Ser Arg Leu Ala Leu Thr Val Cys 

15 10 15 

Leu Leu Leu Phe Leu Val Asn Phe Leu Val lie Thr Lys Gly Ala Glu 

20 , 25 30 

Arg lie Ala Glu Val Arg Ala Arg Phe Ser Leu Glu Ala Leu Pro Gly 

35 40 45 

Lys Gin Met Ser Leu Asp Ala Asp lie Ala Ala Gly Arg lie Gly Tyr 

50 55 60 

Ser Arg Ala Ser Val Lys Lys Ser Ser Leu Leu Glu Glu Ser Asp Tyr 
65 70 75 80 

Phe Ser Ala Met Glu Gly Val Phe Arg Phe Val Lys Gly Asp Ala lie 

85 90 95 

Met Ser Trp Val Leu Leu Gly Val Asn lie Leu Ala Ala Leu Phe Leu 

100 105 110 

Gly Arg Ala Thr His Val Gly Asp Leu Trp Leu Thr Val Leu Gly Asp 

115 120 125 

Ala Leu Val Ser Gin lie Pro Ala Leu Leu Thr Ser Cys Ala Ala Ala 

130 135 140 

Thr Leu lie Ala Lys Val Gly Glu Lys Glu Ser Leu Ala Gin His Leu 
145 150 155 160 

Leu Asp Tyr Tyr Glu Gin Ser Arg Gin Ser Phe Leu Phe lie Ala Leu 

165 170 175 

lie Leu Cys Gly Met Ala Cys lie Pro Gly Ala Pro Lys Ala Leu lie 

• 180 185 190 

Leu Gly Phe Ser Val Leu Leu Phe Leu Gly Tyr Lys Asn Pro Ser Ser 

195 200 205 

Gly Glu Thr Leu Leu Phe Gin Lys Glu Arg Val Glu Phe Val Leu Pro 

210 215 220 

Asp Glu Gly Val Gly Asn Pro Ala Asn Leu Tyr Lys Asp Ala Arg Asn 
225 230 235 240 
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Gin lie Tyr Gin Glu Leu Gly Val Val Phe Pro Glu Ala lie Val Val 

245 250 255 

Arg Tyr Val Thr Gly Ser Ser Pro Arg Leu lie Phe Ser Gly Gin Glu 

260 265 270 

Val Ala Leu Arg Glu Leu Ser Cys Pro Ala lie Leu Glu Ser lie Arg 

275 280 285 

Gin Leu Ala Pro Glu Thr He Ser Glu Arg Phe Val Ala His Leu Val 

290 295 300 

Asp Glu Phe Arg Glu His Ala Phe Leu Ser He Glu Glu He Leu Pro 
305 • 310 315 320 

Leu Lys He Ser Glu Asn Ser Leu He Phe Leu Leu Arg Ala Leu Val 

325 330 335 

Arg Glu Arg Val Ser Leu His Leu Phe Pro Lys He Leu Glu Ala He 

340 .345 350 

Asp Val Tyr Gly Ser Gin He Lys Glu Phe Ser Gly He Gly Arg Val 

355 360 365 

Cys Thr Lys He Ser Trp Glu Ala Asn Trp Phe He Leu Met Glu Ser 

370 375 380 

Pro Arg Cys Leu Arg Gly Asn Tyr Asp Arg Leu Ser Gly 
385 390 395 



(2) INFORMATIONS POUR LA SEQ ID NO : 410: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 82 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 4 0 177 6 . . 4 02 02 1 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 410: 

Met Ala Lys Leu He He Ser Ala Asp Asp Glu Asn Gin Glu Phe His 

1 .5 10 15 

Leu Glu Asp Gly Ser Ser He Ala Glu Val Cys Glu His Ser Gly Val 

20 25 30 

Pro Phe Ala Cys Met Glu Gly Val Cys Gly Thr Cys Val He Glu Val 

35 40 45 

Leu Glu Gly Ala Asp Asn Leu Ser Asp Phe Ser Glu Ala Glu Tyr Asp 

50 53 • 60 

Phe Leu Gly Asp Pro Glu Asp Ser Asn Glu Arg Leu Ala Cys Gin Met 
65 : 70 -75 80 

Leu His J 



(2) INFORMATIONS POUR LA SEQ ID NO: 411: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 65 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 4 02 12 6 403 22 0 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 411: 

Glu Phe Met Phe Thr Ser Leu Ser Ala lie Gin Asn Ala lie Arg Pro 

1 5 10 15 

Ser Cys Gin Leu Pro Val Leu Thr Pro Arg Arg Ala Leu lie Thr Ser 

20 25 30 

Leu Ala Ser Gly lie lie Leu Gly Leu Ala Gly Cys Val Val Gly Val 

35 40 45 

Leu Ala Ser Leu Pro Ala Leu lie Ala Val Ser Ala Val lie Leu Gly 

50 55 60 

Val Ser Leu Phe Ala Ser Gly Leu Phe Leu Cys Arg Tyr Val Cys Pro 
65 70 75 80 

Pro Lys lie Val Ser Arg Arg Pro Ser Thr Glu Leu Pro Ala Glu Pro 

85 90 95 

Thr Pro Glu Leu Pro Glu lie Lys Arg Pro Lys Pro lie Ala Pro Pro 

100 105 110 

Pro Pro Asp Phe lie Pro Pro Lys Pro Leu Arg Arg Thr lie Gly Glu 

115 120 125 

Met Leu Phe Gly Trp Asn Cys He Glu Ser He Arg Gin Met Pro Phe 

130 135 140 

Phe Leu Ala Asn Asp Lys Thr Pro Leu Phe Phe Arg Asn Pro Ser Ala 
145 150 155 160 

Arg Phe Arg Ala Trp Asn He Pro Phe Thr His Thr He Phe Val Ser 

165 170 175 

Thr Ser Gly Gin Phe Ser Ser Leu Arg Met Gin Ser Asn Leu Pro Ala 

180 185 190 

Ala He Ala Asn Ala Thr Gin Ser Ala Ala Phe Ala Lys Arg Gly Gin 

195 200 205 

Gly Gly Leu Gly Val Asn Asp Ala Phe Pro Ala Val Leu Thr Asp Lys 

210 215 220 

Cys Trp Glu Glu Ser Lys Pro Glu Ser Gly He Leu Leu Pro Gly Glu 
225 230 235 240 

Cys Ser Ser Ala Thr Trp Glu Asp Lys Asn His Leu Val Pro Cys Trp 

245 " 250 255 

Asp Glu Glu Thr Lys Thr Tyr Asn Lys Pro Leu Leu Phe He Gin Met 

260 265 270 

Leu Ala Pro Lys Ala Ser Met Ser Lys Ser Cys Tyr Glu He Thr Leu 

275 280 285 

Arg Ala Tyr Thr Ala Cys Phe Glu Glu Ala He Arg Cys Gly Cys Arg 

290 295 30G 

Met He Gin He Pro Leu He Ala Ser Phe Gly Asp Phe Val Pro Arg 
305 310 .315 320 

Ala Leu Ser Lys Arg Pro Lys Trp He Glu Ser Ala Lys Leu Ala Leu 

325 330 335 

Leu His Ala Val Glu Lys Thr Ala Lys Lys His Ala Ser Lys Asp Leu 

340 345 350 

Val He Val Leu Thr Asn He Pro Gin Pro Val Asn Leu 
355 360 365 



(2) INFORMATIONS POUR LA SEQ ID NO: 412: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 611 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 403348 405180 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 412: 
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Lys 


Ala 


Met 


Arg 


Ser 




370 










375 










380 










Ser 


Pro 


He 


Val 


Ser 


Glu 


He 


Glu 


Lys 


His 


Leu 


Leu 


Val 


Phe 


Asn 


Lys 


385 
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405 410 415 

Glu Glu Thr Leu Ser Ala Pro Phe Val Tyr Phe Glu Val Thr Asp lie 

420 425 430 

His Thr Ala Arg Arg Phe Phe Ser Leu Arg Gin His Ser Thr Gin Pro 

435 440 445 

Val Cys Leu Ser Phe Ser Leu Asp Pro His Leu Ser Lys Asn Glu Ala 

450 455 460 

lie lie Asp Leu Ser Ala Arg Leu Gly Ala Leu Leu Leu Asp Gly Leu 
465 470 475 480 

Gly Ser Cys Val Leu Leu Asp Phe Val Asp lie Lys Leu Ser Arg Thr 

485 490 495 

Leu Gly Phe Leu lie Leu Gin Ser Ala Asn lie Arg Ser Val Thr Val 

500 505 510 

Glu Tyr Val Ser Cys Pro Gly Cys Gly Arg Thr Leu Phe Asp Leu Leu 

515 520 525 

Ala Val Ser Gin Arg lie Arg Glu Arg Thr Lys His Leu Pro Gly Gly 

530 535 540 

Leu Lys lie Ala Val Met Gly Cys lie Val Asn Gly Pro Gly Glu Met 
545 550 555 560 

Ala Asp Ala Asp Phe Gly Tyr Val Gly Ser Lys Pro Gly Met lie Asp 

565 • 570 575 

Leu Tyr Val Lys His Lys Cys Val Lys Ser Cys lie Pro lie Glu Asn 

580 585 590 

Ala Glu Glu Glu Leu Val Gin Leu Leu Lys Glu His Gly Val Trp Lys 

595 600 605 

Glu Pro Glu 
610 



(2) INFORMATIONS POUR LA SEQ ID NO: 413: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 171 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) H Y POTHETI QUE : oui 



(viii) POSITION DANS LE GENOME: complement (403276 403788 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 413: 
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Lys Ar g lie Leu 
130 

Gin Phe Leu Lys 
145 

Glu Gly Phe Gly 



Tyr Thr Gly Cys 
135 

Leu Ala Gly Thr 
150 

Gly Leu Arg Lys 
165 



Cys His Asp Glu 
140 

Val Pro Ala Glu 
155 

Tyr Lys Leu 
170 



Val Ser Tyr Lys 

Ser Leu Ser Pro 
160 



(2) INFORMATIONS POUR LA SEQ ID NO: 414: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 252 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 405165 4 05920 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 414: 
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(2) INFORMATIONS POUR LA SEQ ID NO : 415: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 3 65 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (405955 .. 407049 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 415: 
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(2) INFORMATIONS POUR LA SEQ ID NO: 416: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 9 06 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 4 07 05 6 .. 4 09773 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 416: 
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160 


Gly 


Glu 


Lys 


Pro 


Ser 


Leu 


Thr 


Lys 


Glu 


Val 


Leu 


Leu 


Ala 


Arg 


Tyr 


Arg 










165 










170 










175 




Asp 


Val 


Lys 


Arg 


Ala 


Val 


Ala 


Phe 


Glu 


Glu 


Phe 


Leu 


Gin 


Val 


Lys 


Phe 








180 










185 










190 






Thr 


Gly 


Lys 


Lys 


Arg 


Phe 


Ser 


Leu 


Glu 


Gly 


Gly 


Glu 


Ser 


Leu 


Val 


Pro 






195 










200 










205 








Met 


Leu 


Glu 


His 


Leu 


He 


Ala 


Cys 


Gly 


Val 


Lys 


Gin 


Gly 


He 


Asn 


Arg 




210 










215 










220 










Tyr 


Val 


Met 


Gly 


Met 


Pro 


His 


Arg 


Gly 


Arg 


Leu 


Asn 


Val 


Leu 


Ala 


Asn 


225 










230 










235 










240 


He 


Phe 


Gly 


Lys 


Pro 


Tyr 


Arg 


Gin 


He 


Phe 


Met 


Glu 


Phe 


Glu 


Asp 


Ala 










245 










250 










255 




Pro 


Gin 


He 


Arg 


Gly 


Leu 


Glu 


Thr 


Val 


Gly 


Asp 


Val 


Lys 


Tyr 


His 


Lys 








260 










265 










270 






Gly 


Tyr 


Val 


Ala 


Asn 


Arg 


Pro 


Glu 


Gin 


Asn 


Val 


Met 


Met 


Ala 


Leu 


Leu 






275 










280 










285 








Pre 


Asn 


Pro 


Ser 


His 


Leu 


Glu 


Ser 


Val 


Asp 


Pro 


Val 


Val 


Glu 


Gly 


Ala 




290 










295 










300 










Val 


Ala 


Ala 


He 


Gin 


His 


Gin 


Gly 


Glu 


Ala 


Gly 


Lys 


Glu 


Gin 


Ala 


Cys 


305 










310 










315 










320 


Leu 


Ala 


Val 


Leu 


Met 


His 


Gly 


Asp 


Ala 


Ala 


Leu 


Ala 


Gly 


Gin 


Gly 


Val 










325 










330 










335 




Val 


Tyr 


Glu 


Thr 


Phe 


Gin 


Leu 


Ser 


Gly 


He 


Pro 


Gly 


Tyr 


Ser 


Thr 


Glu 








340 










345 










350 






Gly 


Thr 


Val 


His 


He 


Val 


Val 


Asn 


Asn 


Gin 


He 


Gly 


Phe 


Thr 


Ala 


Gin 



1167 







355 










i c n 
j bl) 










J b b 








Pro 


Arg 


Glu 


Ser 


Arg 


Ser 


Thr 


Pro 


Tyr 


Cys 


Thr 


Asp 


T 1 _ 

I le 


Ala 


Lys 


Met 




370 










*3 1 Q 










J O U 










Met 


Gly 


lie 


Pro 


Val 


Phe 


Arg 


val 


Asn 


Gly 


G1U 


Asp 


vai 


Leu 


Axa 


Cys 


385 








3 9 0 










"3 Q C 










4 u u 


Leu 


Gin 


Val 


Met 


Glu 


Tyr 


Ala 


Tin 

l le 


His 


lie 


Arg 


G1U 


Arg 


rne 


HIS 


Cys 










4 05 










a 1 r\ 
4 1 U 










4 X b 




Asp 


Val 


lie 


lie 


Asp 


Leu 


Cys 


Cys 


Tyr 


Arg 


Lys 


Tyr 


Gly 


His 


Asn 


Glu 






420 










4z b 










4jU 






Ser 


Asp 


Asp 


Pro 


Ser 


Val 


Thr 


Ala 


Pro 


Pne 


Leu 


Tyr 


G1U 


Pin 

G 1U 


x xe 


Lys 




43 5 










A A O 

44 U 










A A ^ 
4 4 J 








Lys 


Lys 


Lys 


Gin 


Gly 


Ser 




Leu 


jrne 


Lys 


G JLU 


x l e 


Leu 


Leu 


nib 


nib 


450 










/ICC 
4 J D 










4. n 

4 U U 










Pro 


Glu 


Trp 


Asn 


lie 


Ser 


Ser 


Asn 




Leu 


pin 


Arg 


Tip 


Asp 


X 111. 




4 65 










a n n 
4 / u 










ft / D 










ft n 

f± O U 


lie 


Ala 


His 


Val 


Leu 


Asn 


Gin 


GXU 


Tyr 


Ala 


Ser 


Leu 


Lys 


Asp 


Pro 


oiy 










A O C 

4 o b 










AQ C\ 
4 3 U 










A Q R 




Val 


Glu 


Arg 


Leu 


Asp 


Glu 


Cys 


Met 


HIS 


Cys 


xnr 


Arg 


WS L. 


a ia 


Axa 


bly 








500 










b Ub 










jIU 






Glu 


Leu 


Leu 


Val 


Asp 


Asn 


Val 


Asp 


Thr 


Ser 


Leu 


Asp 


Lys 


Pin 

G1U 


Il a 

Axa 


Leu 






515 










con 
b/2 U 


















Phe 


Asp 


Leu 


Ser 


Ala 


Lys 


Leu 


Cys 


Asp 


Tl a 

lie 


Pro 


blU 


H X S 


jrne 


Ser 


Pro 




530 










C "3 C 

bob 










_> 4 U 










His 


Ala 


Lys 


lie 


Arg 


Ser 


Leu 


Leu 


Asn 


Lys 


Arg 


lYie i_ 


Ser 


Mo r* 


Ala 


Asp 


545 










550 










b b b 










c; ^ n 


Gly 


Glu 


lie 


Gly 


Tyr 


Asp 


Trp 


Gly 


Met 


Ala 


pin 

G1U 


G1U 


va jl 


a i a 


irne 


Ala 

Ala 








565 










b / u 










j / j 




Ser 


Leu 


Leu 


Gin 


Glu 


Gly 


Phe 


Ser 


Leu 


Arg 


Leu 


Ser 


Gly 


Gin 


Asp 


O /-I T- 








580 










c o c 

bob 










con 

b y u 






lie 


Arg 


Gly 


Thr 


Phe 


Ser 


Gin 


Arg 


Gin 


Leu 


Val 


Trp 


inr 


Asp 


va x 


Pl« 

Gill 




595 










C r\ r\ 
D DO 










C\ 








Thr 


Gly 


Asp 


Thr 


Phe 


Ser 


Pro 


Leu 


Tyr 


His 


Leu 


Ser 


Pro 


Ser 


bin 


wiy 




610 










bib 










con 










Ser 


Val 


Glu 


Leu 


Tyr 


Asn 


Ser 


Pro 


Leu 


Ser 


Pin 


Tyr 


Ala 


val 




oiy 


625 










63 0 










CTC 
OJ J 










O *± U 


Phe 


Glu 


Tyr 


Gly 


Tyr 


Ala 


p i « 
Gin 


Gin 


Ala 


G1U 


Lys 


inr 


Leu 


va x 


Tl Q 

x x e 


irp 








64 5 










b b U 










£ c 
ODD 




Glu 


Ala 


Gin 


Phe 


Gly 


Asp 


Phe 


Ser 


Asn 


Gly 


Ala 


I""" "I T\ 

bin 


Tin 

jl x e 


T 1 o 
11c 




Asp 








ez n 

660 










bob 










O / \J 






Gin 


Tyr 


lie 


Ser 


Ser 


Gly 


lie 


Gin 


Lys 


Trp 


Asp 


Leu 


HIS 


Ser 


Asp 


Val 




675 










con 
D o U 


















Val 


Val 


Leu 


Leu 


Pro 


His 


Gly 


Tyr 


Glu 


Gly 


pis. 

Gin 


Giy 


Pro 


pin 

blU 


nis 


Ser 




690 










o y b 










"7 0 0 










Ser 


Ala 


Arg 


lie 


Glu 


Arg 


Tyr 


Leu 


Gin 


Leu 


Ala 


Ser 


Asp 


m 

Trp 


Asn 


rile 


705 










710 










"7 1 CI 

/ lb 










"7 O 1 


Gin 


Val 


Val 


Leu 


Pro 


Ser 


Thr 


Pro 


Val 


Gm 


Tyr 


pne 


Arg 


Tl A 

x x e 


Leu 


Arg 










725 










/jU 










/ J D 




Glu 


His 


. Thr 


Lys 


Arg 


Asp 


Leu 


Ser 


Leu 


Pro 


Leu 


lie 


Tl A 

lie 


rile 


Ser 


Pro 








n a o 

/ 4 u 




















750 






Lys 


Met 


Leu 


Leu 


Arg 


His 


Pro 


Gin 


Cys 


Val 


Ser 


Ser 


He 


Ala 


Glu 


Phe 




755 










760 










765 








Gly 


Met 


Lys 


Gly 


Gly 


Phe 


Lys 


Pro 


Phe 


Leu 


Glu 


Asp 


Glu 


Asn 


Pro 


Asn 




770 










775 










780 










Tyr 


His 


Ala 


Lys 


Val 


Leu 


Val 


Leu 


Cys 


Ser 


Gly 


Lys 


He 


Tyr 


Tyr 


Asp 


785 










790 










795 










800 


Tyr 


Arg 


Ala 


Ser 


Leu 


Pro 


Lys 


Asp 


Leu 


Glu 


Cys 


Arg 


Phe 


Ala 


Cys 


He 








805 










810 










815 




Arg 


Val 


Glu 


Ser 


Leu 


Tyr 


Pro 


Leu 


Tyr 


Leu 


Glu 


Asp 


Leu 


Leu 


Val 


Leu 



820 825 830 
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lie Ser Lys Tyr Thr 
835 

Pro Gin Asn Met Gly 
850 

lie Phe Pro Ser Lys 
865 

Thr Ala Thr Gly Ser 
885 

Met Glu Thr Leu Phe 
900 



Glu Val His His Tyr 
840 

Ala Phe Ser Tyr Phe 
855 

Leu Gin Cys Val Cys 
870 

Ala Ser Leu Ser Gin 
890 

Ser lie Gly Arg Glu 
905 



Val Trp Leu Gin Glu Glu 
845 

Ala Leu Ala Thr Asp Glu 
860 

Arg Pro Arg Ser Ser Ser 
875 880 
Lys Glu Leu Ser Met Leu 
895 



(2) INFORMATIONS POUR LA SEQ ID NO: 417: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: .2 9 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 4 1 053 2 .. 4 114 16 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 417: 



Met 


Asn 


Gly 


Lys 


Thr 


Pro 


Leu 


Ala 


Leu 


Tyr 


He 


His 


He 


Pro 


Phe 


Cys 


1 








5 










10 










15 




Ser 


Lys 


Lys 


Cys 


His 


Tyr 


Cys 


Ser 


Phe 


Tyr 


Thr 


He 


Pro 


Tyr 


Lys 


Glu 








20 










25 










30 






Glu 


Leu 


Met 


Arg 


Ser 


Tyr 


Cys 


Glu 


Ala 


Val 


He 


Lys 


Glu 


Gly 


Leu 


Lys 






35 










40 










45 








Lys 


Leu 


Ala 


Pro 


Leu 


Arg 


Cys 


Ser 


His 


Tyr 


He 


Asp 


Thr 


Val 


Phe 


Phe 




50 










55 










60 










Gly 


Gly 


Gly 


Thr 


Pro 


Ser 


Leu 


Val 


Pro 


Pro 


Ala 


Leu 


He 


Gin 


Asp 


He 


65 










70 










75 










80 


Leu 


Val 


Ala 


Leu 


Glu 


Ala 


Gin 


His 


Ala 


Thr 


Glu 


He 


Thr 


Leu 


Glu 


Ala 










85 










90 










95 




Asn 


Pro 


Glu 


Asn 


Leu 


Ser 


Leu 


Glu 


Tyr 


He 


Gin 


Ala 


Leu 


Ala 


Leu 


Thr 








100 










105 










110 






Ser 


He 


Asn 


Arg 


He 


Ser 


He 


Gly 


Val 


Gin 


Thr 


Phe 


Asn 


Asp 


Pro 


Leu 






115 










120 










125 








Leu 


Lys 


Leu 


Leu 


Gly 


Arg 


Thr 


His 


Ser 


Ser 


Ser 


Lys 


Ala 


He 


Glu 


Ala 




130 










U5 










140 










Phe 


Met 


Leu 


Cys 


Ser 


Gin 


Tyr 


Gly 


Phe 


Ser 


Asn 


Val 


Ser 


Ala 


Asp 


Leu 


145 










150 










155 










160 


He 


Tyr 


Gly 


Leu 


Pro 


Thr 


Gin 


Ser 


He 


Ser 


Asp 


Phe 


He 


Val 


Asp 


Leu 










165 










170 










175 




Arg 


Gin 


Ala 


He 


Ser 


Leu 


Pro 


He 


Gin 


His 


He 


Ser 


He 


Tyr 


Asn 


Leu 








180 










185 










190 






Thr 


He 


Asp 


Pro 


His 


Thr 


Ser 


Phe 


Tyr 


Lys 


His 


Arg 


Lys 


Arg 


He 


Leu 






195 










200 










205 








Pro 


Ser 


He 


Ala 


Asp 


Asp 


Asp 


Ser 


Leu 


Ala 


Glu 


Met 


Ala 


Leu 


Ala 


Ala 




210 










215 










220 










Glu 


Glu 


Leu 


Leu 


Glu 


Asn 


Gin 


Gly 


Phe 


Thr 


Arg 


Tyr 


Glu 


Leu 


Ala 


Ser 


225 










23 0 










235 










240 


Tyr 


Ala 


Lys 


Asn 


Gin 


Ala 


Ala 


Ser 


Lys 


His 


Asn 


Thr 


Tyr 


Tyr 


Trp 


Thr 










245 










250 










255 




Ala 


Lys 


Pro 


Phe 


Leu 


Gly 


Leu 


Gly 


Val 


Ser 


Ala 


Ser 


Gin 


Tyr 


Leu 


His 
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260 265 270 

Gly lie Arg Ser Lys Asn Leu Ser Arg lie Ser His Tyr Leu Arg Leu 

275 280 285 

Arg lie Asn lie Tyr Arg Leu 
29.0 295 

(2) INFORMATIONS POUR LA SEQ ID NO: 418: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR : . 5 6 8 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION; lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 4117 07 413410 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 418: 



Phe 


Leu 


Tl- 
llS 


Glu 


Liys 




Asn 


Lys 


Lys 


blU 


Arg 


ne 


Asn 


Lys 


Lys 


Asn 


l 








c 
D 










l u 










1 3 




Ala 


Ser 


Thr 


Lys 


lie 


bin 


Arg 


Asn 


Thr 


Pro 


inr 


Arg 


Ala 


Leu 


Leu 


ber 








Z U 










z b 










3 u 






I le 


Gly 


Ser 


pi „ 

Gin 


Gin 


Leu 


Ser 


Ser 


rne 


inr 


Lys 


Leu 


Ser 


rne 


Asn 


Asn 






3 5 










A f~\ 

40 


















Glu 


Ala 


Lys 


Leu 


Ser 


Gly 


val 


Ala 


Thr 


Pro 


inr 


Arg 


Asp 


inr 


Asp 


va i 




50 










55 










60 










Val 


Pro 


Leu 


Gin 


Tyr 


Leu 


Gin 


Ala 


Arg 


Tyr 


Leu 


Ser 


Lys 


Asn 


Asp 


Pro 


65 










70 










75 










80 


Asn 


Pro 


Asp 


Tyr 


Leu 


Pro 


He 


His 


Gly 


Gly 


Ser 


Met 


Thr 


Gly 


Asn 


He 










85 










90 










95 




Asn 


Met 


Gly 


Thr 


His 


Ser 


Val 


Phe 


Asn 


Leu 


Lys 


Gin 


Pro 


Thr 


Lys 


Pro 








100 










105 










110 






Ser 


Ala 


Thr 


Leu 


Pro 


Glu 


Glu 


Ser 


Ser 


Lys 


Pro 


Lys 


Asp 


Pro 


Arg 


Glu 






115 










120 










125 








Glu 


Glu 


Gly 


Phe 


Thr 


Lys 


Lys 


Thr 


Ala 


Glu 


Lys 


Gin 


Glu 


Gin 


Ala 


He 




130 










135 










140 










Lys 


Glu 


Tyr 


Asn 


Thr 


Lys 


Leu 


Ala 


Glu 


Tyr 


Gin 


Lys 


Lys 


He 


Asp 


Asp 


145 










150 










155 










160 


Tyr 


Asn 


Ala 


Ala 


Trp 


Glu 


Ala 


Phe 


Tyr 


Ser 


Glu 


Ala 


Ala 


Thr 


Val 


Lys 










165 










170 










175 




Tyr 


Val 


Lys 


Gly 


He 


Val 


Asp 


Lys 


He 


Leu 


Asn 


Asn 


Asn 


Lys 


Leu 


Ser 








180 










185 










190 






Thr 


Ala 


Leu 


Asn 


Ser 


Ala 


Thr 


Glu 


Val 


Glu 


Lys 


Lys 


He 


Ala 


Leu 


Ala 






195 










200 










205 








Gin 


Lys 


Ala 


Leu 


Gly 


He 


Glu 


He 


Thr 


He 


Asn 


Pro 


Asp 


Ala 


Asp 


Thr 




210 










215 










220 










Asp 


Pro 


Val 


Pro 


Glu 


Thr 


Pro 


Lys 


Pro 


Thr 


Pro 


Thr 


Thr 


Asp 


Thr 


Glu 


225 










230 










235 










240 


Glu 


Lys 


Glu 


Ser 


Pro 


Pro 


Leu 


Ser 


Tyr 


Asp 


Asp 


Leu 


Pro 


Ser 


Val 


He 










24 5 










250 










255 




Lys 


Asn 


Ala 


Gin 


Phe 


Val 


Val 


Thr 


Gin 


Ser 


Gin 


Asn 


Lys 


Leu 


Thr 


Gly 








260 










265 










270 






Asp 


Leu 


Lys 


Met 


Thr 


Asn 


Ala 


Gin 


He 


Ala 


Asn 


He 


Lys 


Thr 


Pro 


Asp 






275 










280 










285 








Thr 


Gly 


Asp 


Ser 


Asn 


Tyr 


Ala 


Ala 


Asn 


Val 


Thr 


Tyr 


Leu 


Glu 


Ser 


Lys 




290 










295 










300 
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Leu 


Lys 


Gin 


Pro 


Lys 


Arg 


Ala 


Phe 


Leu 


Ser 


Asn 


Thr 


Leu 


Pro 


Thr 


Thr 


305 










310 










315 










320 


Thr 


Ser 


Ser 


Pro 


Thr 


He 


Ser 


Phe 


Asn 


Gly 


Tyr 


He 


Pro 


Trp 


Leu 


Ser 










325 










330 










335 




Thr 


Thr 


Asn 


Gly 


Ser 


Ser 


Ser 


Pro 


Thr 


Glu 


Pro 


Asp 


Phe 


Lys 


Ser 


Glu 








340 










345 










350 






Leu 


Ala 


Asp 


Lys 


Cys 


Phe 


Thr 


Ala 


Glu 


Gin 


Glu 


Asn 


Leu 


Lys 


Val 


Lys 






3 55 










3 60 










365 








Thr 


Ala 


Gly 


Leu 


Leu 


Val 


Leu 


Ser 


Val 


Arg 


Gly 


Thr 


Trp 


Ser 


Pro 


Thr 




370 










375 










380 










Thr 


Ala 


Thr 


He 


"Ala 


Asp 


Gly 


Ser 


Thr 


Gin 


Thr 


Pro 


Lys 


Thr 


He 


Ser 


3 8 5 










3 90 










3 95 










400 


Val 


Ash 


Leu 


Thr 


Val 


Thr 


Pro 


Asp 


Asn 


Ser 


Ser 


Gly 


Thr 


Asn 


Thr 


Pro 










40 5 










410 










415 




Ser 


Ser 


Gly 


Ser 


Asp 


Ser 


Ser 


Gly 


Asp 


Ala 


Ser 


Ala 


Thr 


Thr 


Leu 


Thr 








42 0 










425 










430 






lie 


Pro 


Leu 


Thr 


Leu 


Tyr 


Ser 


Arg 


Glu 


Ser 


Val 


Gin 


Leu 


Gin 


Leu 


Pro 
















44 0 










445 








I le 


Lys 


Thr 


Ala 


Ser 


Asp 


He 


Lys 


Met 


Asp 


Thr 


Ser 


Ser 


Gin 


Thr 


Ser 




450 










455 










460 










Asn 


Gly 


Gly 


Ser 


Gly 


Ser 


Val 


Ser 


Ser 


Ser 


Ala 


Thr 


Glu 


Thr 


Leu 


Thr 


4 65 










470 










475 










480 


lie 


Pro 


Leu 


Thr 


Leu 


Tyr 


Ser 


Gly 


Glu 


Ser 


Val 


Gin 


Leu 


Gin 


Leu 


Pro 










485 










49 0 










495 




He 


Thr 


Thr 


Thr 


Ser 


Ser 


Val 


Lys 


Met 


Ala 


Thr 


Thr 


Thr 


Ser 


Gin 


Thr 








500 










505 










510 






Ser 


Asn 


Gly 


Gly 


Gly 


Asp 


Thr 


Ser 


Ser 


Gin 


He 


Thr 


Leu 


Ser 


Ser 


Trp 






515 










520 










525 








Ser 


Trp 


Glu 


Ala 


Ala 


Leu 


Tyr 


Pro 


Thr 


Asp 


Val 


Thr 


Val 


Thr 


Asn 


Lys 




530 










535 










540 










Thr 


Thr 


Pro 


Pro 


Thr 


Thr 


Lys 


Thr 


Pro 


Ser 


Ser 


Pro 


Ser 


Pro 


Asn 


Ser 


545 










550 










555 










560 


Lys 


Met 


He 


Lys 


Asn 


Lys 


He 


Val 



















565 



(2) INFORMATIONS POUR LA SEQ ID NO : 419: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 27 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui - 



(viii) POSITION DANS LE GENOME: complement ( 4 12606 413433 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 419: 

He Phe Asn Phe Val Asn Leu Tyr Thr He Leu Phe Leu He He Phe 

1 5 10 15 

Glu Leu Gly Asp Gly Asp Glu Gly Val Phe Val Val Gly Gly Val Val 

20 25 ■ 30 

Leu Leu Val Thr Val Thr Ser Val Gly Tyr Arg Ala Ala Ser Gin Asp 

35 40 45 

Gin Asp Asp Ser Val He Cys Asp Glu Val Ser Pro Pro Pro Leu Glu 

50 55 60 

Val Trp Glu Val Val Val Ala He Phe Thr Leu Asp Val Val Val He 



1171 



65 70 75 80 

Gly Ser Cys Ser Cys Thr Asp Ser Pro Glu Tyr Ser Val Arg Gly lie 

85 90 95 

Val Ser Val Ser Val Ala Glu Asp Asp Thr Glu Pro Leu Pro Pro Leu 

100 105 110 

Glu Val Trp Glu Glu Val Ser lie Phe Met Ser Asp Ala Val Leu lie 

115 120 125 

Gly Ser Cys Ser Cys Thr Asp Ser Leu Glu Tyr Ser Val Arg Gly He 

130 135 140 

Val Ser Val Val Ala Glu Ala Ser Pro Glu Glu Ser Asp Pro Leu Leu 
145 150 155 160 

Gly Val Leu Val Pro Leu Glu Leu Ser Gly Val Thr Val Arg Phe Thr 

165 170 175 

Asp Met Val- Leu Gly Val Cys Val Leu Pro Ser Ala He Val Ala Val 

180 185 190 

Val Gly Leu His Val Pro Leu Thr Asp Lys Thr Ser Arg Pro Ala Val 

195 200 205 

Phe Thr Phe Arg Phe Ser Cys Ser Ala Val Lys His Leu Ser Ala Ser 

210 215 220 

Ser Leu Leu Lys Ser Gly Ser Val Gly Glu Glu Asp Pro Phe Val Val 
225 230 235 240 

Leu Ser His Gly Met Tyr Pro Leu Asn Glu He Val Gly Glu Leu Val 

245 250 255 

Val Val Gly Arg Val Leu Glu Ax*g Lys Ala Leu Leu Gly Cys Leu Ser 

260 265 270 

Leu Asp Ser Arg 
275 



(2) INFORMATIONS POUR LA SEQ ID NO: 420: 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 183 acides amines 

(E) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 4 134 04 413 9 52 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 420: 

Asp Ser He Glu He Tyr Glu Val Lys Asp Leu Lys Asn Glu He Met 

15 10 15 

Asn Asp He Lys Asn Asn He Ser Ser Ser Phe Trp Asn Pro Asn Lys 

20 25 30 

Val Val Thr Lys Val Leu Leu Lys Val Ser Glu Thr Gly He Glu Ser 

3E 40 45 

Thr Pro Gly He Val Lys His Asn Gin Pro He Thr Gin Ser Glu Asn 

50 55 60 

Pro Lys Asp Pro Thr Asp Ala Val Thr Phe Lys Tyr Leu Lys Glu Asn 
65 70 75 80 

Tyr Thr Lys Glu Asn Asp Pro Asn Pro Gly Phe Leu Pro Thr Lys Gly 

85- 90 95 

Gly Thr Met Thr Gly Asp He Asp Met Gin Gly Asn Asn Val Thr Asp 

100 105 110 

He Val Met Tyr Lys Gin Asn Gly Gin Gin Asp Pro Asp Asp Gly Ser 
115 120 125 
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Ala Val Thr lie 
130 

Asn Asp Lys lie 
145 

Lys Tyr Pro Arg 

Leu Ser Leu Thr 
180 



Gly Tyr Leu Asn 
135 

Thr Arg Val Ser 
150 

Tyr Thr Asn Phe 
165 

Gin lie Phe 



Glu Lys Ala Asp 
140 

Gin Ala Tyr Arg 
155 

Ser Val Leu Leu 
170 



Glu lie Lys Ser 

lie Leu Thr His 
160 

Lys lie Leu Thr 
175 



(2) INFORMATIONS POUR LA SEQ ID NO: 421: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 424 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : 413841 415112 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 421: 



Gin 


Asn 


Tyr 


Thr 


Gly 


Val 


Ala 


Gly 


Leu 


Ser 


Asp 


He 


Asn 


Ser 


Gin 


He 


JL 








c 
D 










± u 










I D 




Ser 


Thr 


Leu 


His 


Gin 


Leu 


Leu 


Gly 


He 


Ala 


Glu 


Asp 


Pro 


Asp 


Thr 


Val 








20 










25 










30 






Thr 


Asn 


Pro 


Asp 


Leu 


Leu 


Lys 


Thr 


Ser 


Gly 


Gly 


Thr 


Val 


Tyr 


Glu 


Asn 






35 










40 










45 








He 


Asp 


Met 


Asn 


Ser 


Asn 


Thr 


Val 


Ser 


Asp 


Leu 


Gly 


Thr 


Pro 


Thr 


Asn 




50 










55 










60 










Lys 


Asp 


Thr 


Lys 


Ser 


Ala 


He 


Asn 


Val 


Glu 


Phe 


Val 


Gin 


Ala 


Lys 


He 


65 










70 










75 










80 


Thr 


Ser 


Pro 


Gin 


Met 


Ala 


Phe 


Leu 


Lys 


Asn 


Asn 


Asp 


Thr 


Asn 


Leu 


Ser 










85 










90 










95 




Asn 


He 


Thr 


Val 


Ser 


Glu 


Tyr 


Phe 


Asn 


Trp 


Leu 


Gin 


Ala 


Pro 


Thr 


Pro 








100 










105 










110 






Asn 


Pro 


Ala 


Pro 


Thr 


Thr 


Pro 


Asp 


Asn 


Ser 


Asn 


Thr 


Pro 


Asn 


Asn 


Pro 






115 










120 










125 








Pro 


Ser 


Ser 


Ser 


Asn 


Gly 


Ala 


Ser 


Ser 


Phe 


He 


Arg 


Glu 


Leu 


Ala 


Ala 




130 










135 










140 










Thr 


Thr 


Thr 


Gly 


Ser 


Thr 


Asp 


Thr 


Glu 


He 


Thr 


Pro 


Ala 


Ala 


Glu 


Gly 


145 










150 










155 










160 


Thr 


Asp 


Leu 


Pro 


Asn 


Thr 


Thr 


Phe 


Ser 


Glu 


Lys 


Ser 


Pro 


Leu 


Trp 


Glu 










165 










170 










175 




Glu 


Phe 


Phe 


Ser 


Tyr 


Pro 


Asp 


Ser 


Ser 


Arg 


Ser 


Glu 


Met 


Val 


He 


Gin 








180 










185 










190 






Lys 


Thr 


Gly 


He 


Leu 


Thr 


Phe 


Ser 


Met 


Gin 


Gly 


Thr 


Trp 


Asn 


His 


Pro 






195 










200 










205 








Asn 


Asn 


Thr 


Thr 


Pro 


Thr 


Ser 


Thr 


Asp 


Pro 


He 


Ser 


Leu 


Glu 


Leu 


Thr 




210 










215 










220 










Val 


Thr 


Pro 


Pro 


Lys 


Thr 


Asp 


Thr 


Thr 


Pro 


Lys 


Ser 


Pro 


Ser 


Ser 


Ser 


225 










230 










235 










240 


Pro 


Lys 


Lys 


Thr 


Thr 


Ser 


GlU 


Ala 


Thr 


Ser 


Ser 


Pro 


Ala 


Thr 


Asn 


Gly 










245 










250 










255 




Pro 


Thr 


Thr 


Ala 


Ser 


He 


Thr 


Lys 


Thr 


Phe 


Ser 


Arg 


Lys 


Tyr 


Asn 


Leu 








260 










265 










270 






Ser 


Ala 


Thr 


Pro 


Ser 


Pro 


Thr 


Pro 


Thr 


Thr 


Pro 


Thr 


Thr 


Pro 


Asp 


Pro 
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275 280 285 

lie Thr Lys Lys Phe Ser Leu Ala Ser Gly Gin Ser Cys Thr Leu Gin 

290 295 300 

lie Pro Val Gin Ala Thr Gly Ser Val Leu Lys Leu Lys Tyr Val Asn 
305 310 315 320 

Pro Asn Asn Asn Ser Ser Gly Gly Ser Ser Gly Ser Gly Gly Asp Ser 

325 330 335 

Gin Glu Glu Asn Pro Thr Ser Ser Ser Gly Thr Asn Asn Ala Pro Ala 

340 345 350 

Ser Gin Thr Ser Arg lie Gin lie Arg Tyr Ala Ser Thr Thr Thr Thr 

355 360 365 

Asp Ser Gly Ser Thr Thr Lys Asn Pro lie Lys Ala Gin Ala Asp Glu 

370 375 380 

Ser Thr Pro Pro Glu Thr Thr Ser Thr Gly lie Thr Leu Thr Ser Phe 
385 390 395 400 

Ser Trp Ser Leu Val Leu Thr Ser Gly Glu lie Thr Lys Ala Lys Ser 

405 410 415 

Thr Pro Ser Thr Pro Ser Gin Pro 
420 



(2) INFORMATIONS POUR LA SEQ ID NO: 422: 



(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 134 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui . 



(viii) POSITION DANS LE GENOME: complement < 4 13 97 8 4 143 7 9 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 422: 



Glu 


Lys 


Asn 


Ser 


Ser 


His 


Lys 


Gly 


Asp 


Phe 


Ser 


Glu 


Asn 


Val 


Val 


Phe 


1 








5 










10 










15 




Gly 


Arg 


Ser 


Val 


Pro 


Ser 


Ala 


Ala 


Gly 


Val 


He 


Ser 


Val 


Ser 


Val 


Glu 








20 










25 










30 






Pro 


Val 


Val 


Val 


Ala 


Ala 


Ser 


Ser 


Leu 


He 


Asn 


Glu 


Glu 


Ala 


Pro 


Phe 






35 










40 










45 








Glu 


Glu 


Asp 


Gly 


Gly 


Leu 


Phe 


Gly 


Val 


Leu 


Leu 


Leu 


Ser 


Gly 


Val 


Val 




50 










55 










60 










Gly 


Ala 


Gly 


Phe 


Gly 


Val 


Gly 


Ala 


Cys 


Ser 


Gin 


Leu 


Lys 


Tyr 


Ser 


Glu 


65 










70 










75 










80 


Thr 


Val 


He 


Leu 


Glu 


Arg 


Phe 


Val 


Ser 


Leu 


Phe 


Phe 


Arg 


Lys 


Ala 


He 










85 










90 










95 




Cys 


Gly 


Glu 


Val 


He 


Leu 


Ala 


Cys 


Thr 


Asn 


Ser 


Thr 


Leu 


He 


Ala 


Leu 








100 










105 










110 






Leu 


Val 


Ser 


Leu 


Phe 


Val 


Gly 


Val 


Pro 


Arg 


Ser 


Asp 


Thr 


Val 


Leu 


Leu 






115 










120 










125 








Phe 


He 


Ser 


He 


Phe 


Ser 























130 



(2) INFORMATIONS POUR LA SEQ ID NO: 423: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 49 6 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 4 15177 4 1 6664 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 423: 



Leu. 


Tip 


Lys 


Arg 


pin 


Asn 


rict 


Asn 


Lys 


Lys 


Tl a 

lie 


lie 


Lys 


Glu 


Arg 


Val 


1 








€Z 
-J 










1 u 










1 b 




Cqv- 
O tziJL 


Ser 


S er 


vo.1 


Pro 


Ser 


inr 


Pro 


Ser 


Asp 




Pro 


Ala 


Asp 


Pro 


Thr 


















Z D 










J U 






Asn 


Pro 


vai 


inr 


Lys 


jxie u 


Leu 


Fne 


G1U 


Cys 


Lys 


Leu 


Ser 


Gin 


Asn 


Gin 
















a n 
*± u 










A C 

4 b 










Asp 


/\ JLo. 


Ser 


Ala 


Asp 


vai 


Asp 


TV 1 n 

Aia 


jyiec 


vai 


mr 


Thr 


Ala 


His 


Val 




_j i> 










_) D 










D u 










j_iy s 


Leu 


ASp 




Lys 


Asn 


ply, 
<^x i 11 


bin 


Val 


Arg 


Lys 


vai 


Aia 


Lys 


Arg 


Glu 


65 










70 




















o n 
O U 


fin 


Asp 


pin 

\J 111 


Asn 


Val 


He 


val 


Leu 


Ser 


ply. 


Leu 


blU 


Giy 


Tyr 


Leu 


Gin 










85 




















y b 






oiy 




Arg 


Ser 


He 


Ala 


oiy 


Leu 


irne 


Leu 


Pro 


lnr 


Ser 


Gly 


Gly 








1UU 










1U j 










110 






Ala 


DQe t 


Val 




Asp 


He 


Asn 


Met 


Giy 


Thr 


Ser 


Pro 


Gly 


Asn 


Thr 


He 






lie: 




















12 5 








Lys 


Gly 


Leu 


Pro 


Ser 


Ser 


Trp 


Gly 


Ser 


Ala 


Met 


Phe 


Leu 


Gly 


Asn 


Glu 




IjU 










Tic 

1.3 b 










14 0 










Tyr 


Ala 


Ala 


Ser 


Val 


Gly 


He 


Val 


Gin 


Asp 


Val 


Val 


Gly 


Glu 


Tyr 


Arg 












150 










155 










160 


Ala 


Arg 


Leu 


Asp 


Asp 


Leu 


Tin 

lie 


Asp 


Arg 


He 


Thr 


Lys 


Tyr 


Ala 


Gly 


Ser 










165 










1 / U 










175 






G1U 


Gly 


Ser 


Leu 


Glu 


Gin 


Leu 


He 


Lys 


Asp 


Leu 


Gly 


Ser 


Pro 


Gin 








ion 
loU 










lob 










190 






OlU. 


Ser 


Gin 


Ala 


Gly Gin 


Thr 


Pro 


Ser 


Val 


Thr 


Leu 


Glu 


Lys 


Pro 


Thr 






1 QC 










zUU 










2 0 5 








Asp 


Ala 


Lys 


Trp 


Leu 


Leu 


Leu 


Ser 


Ala 


Lys 


Asn 


Ala 


Met 


Thr 


Gly 


Thr 




2. 1 U 




















220 










Leu 


Arg 


Pile 


Glu 


Lys 


Lys 


Gin 


Gly 


Ala 


Leu 


Pro 


Thr 


Thr 


Pro 


Asp 


Pro 


225 










230 










<t ~> _) 










o a n 


Thr 


He 


Thr 


Asn 


Leu 


Lys 


Ala 


Gly 


Gly 


Leu 


Gly 


Thr 


He 


Gly 


Thr 


Ala 










245 










250 










255 




Thr 


Pro 


Lys 


Asp 


Lys 


Leu 


Gin 


Asn 


He 


Val 


Ser 


Val 


Ala 


Asp 


Leu 


Thr 








2 60 










265 










270 






Thr 


He 


Leu 


Lys 


Asp 


Leu 


Gin 


Asn 


Asn 


Ala 


Pro 


Ser 


Glu 


Gly 


Thr 


Gly 






275 










280 










285 






Ser 


His 


Thr 


Gly 


Ser 


Asp 


Val 


Gly 


Ser 


Arg 


Ser 


Gly 


Ser 


Gly 


Thr 


Asp 




290 










295 










300 








Ser 


Val 


Ser 


Gly 


Gly 


Val 


Ala 


Gly 


Ala 


Ser 


Val 


Ser 


Thr 


Thr 


Thr 


Ala 


305 










310 










315 










320 


Ser 


Thr 


Phe 


Pro 


Glu 


Trp 


Thr 


Gly 


Gin 


Glu 


Val 


Pro 


Tyr 


Leu 


Val 


Glu 










325 










330 










335 




Gin 


Ser 


Pro 


Asp 


Ser 


Gly 


Ser 


Gly 


Ser 


Leu 


Ser 


Val 


Gin 


Asn 


Pro 


Leu 








340 










345 










350 






Lys 


Ser 


Ser 


Asn 


Ala 


Asp 


Asn 


Tyr 


He 


Lys 


Lys 


Asp 


Asn 


Gly Thr 


Tyr 






355 










360 










365 








Ser 


Leu 


Leu 


Arg 


Arg 


Gly 


Leu 


Tyr 


Leu 


He 


Thr 


Phe 


Ala 


Tyr 


Glu 


Phe 




370 










375 










380 








Gly 


Ser 


Pro 


He 


Gin 


Asn 


Gly Ala 


Val 


Thr 


Cys 


Thr 


Gly 


Thr 


Leu 


Arg 
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IOC 

Job 










~7 q n 




















4 U U 


Lys 


Lys 


Ser 


Asp 


Ser 
405 


Thr 


Ser 


Aia 


vjiy 


Cjiy 
410 


Asp 


vai 




Aia 


CjIII 

415 


Pro 


Thr 


Ser 


Gly 


Asp 
42.0 


Ala 


Thr 


Ala 


Pro 


Thr 
425 


Asp 


Pro 


Glu 


Pro 


Ser 
430 


Pro 


Ala 


Phe 


Ser 


Val 
435 


Val 


Gly 


Ser 


Ser 


Asp 
440 


Gly 


Lys 


Thr 


Val 


Val 
445 


Gly 


Ser 


Ala 


Tyr 


lie 
450 


Leu 


Val 


Pro 


Gly 


Asp 
455 


Lys 


Ala 


Leu 


Ser 


Lys 
460 


His 


Thr 


Leu 


Thr 


Leu 


Ala 


Leu 


Thr 


Pro 


Gly. 


Lys 


Asn 


Thr 


Glu 


Val 


Ser 


Pro 


Thr 


Ser 


Ala 


465 










470 










475 










480 


Thr 


Ala 


Ser 


Lys 


Ser 
485 


Tyr 


Val 


Ala 


He 


Ser 
490 


Tyr 


Met 


Gly 


Ala 


Gly 
495 


Tyr 



(2) INFORMATIONS POUR LA SEQ ID NO: 424: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 237 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (416740 417450 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 424: 

Met Ala Leu Tyr Leu Leu Pro Asn Thr Leu Gly Ser Lys Arg Ser Glu 

15 10 15 

Asp Leu Pro Ser Ser Val Gly Glu He Val Arg Asn Lys lie Gin Gly 

20 25 30 

Leu He Val Glu Ser Asp Arg Gly Gly Arg Leu Phe Leu Ser Leu Trp 

35 40 45 

Lys Val Glu Glu Pro His Arg Phe Pro Leu Ala Val Met Ser Lys Asn 

50 55 60 

Asp Thr Ser Val Lys Ala Cys Asp Phe Tyr Leu Glu Pro He Leu Lys 
65 70 75 80 

Lys Gin Glu Ser Trp Gly Val He Ser Asp Ala Gly Leu Pro Cys He 

85 90 95 

Ala Asp Pro Gly Ala Lys Leu Val Arg Arg Ala Arg Thr Leu Gly He 

100 105 110 

Pro Val His Ala Val Ser Gly Pro Cys Ser He Thr Gin Ala Leu Met 

. 115 120 125 

Leu Ser Gly Leu Pro Gly Gin Asn Phe Thr Phe His Gly Tyr Leu Pro 

130 135 140 

Gin Asn Pro Lys Glu Arg Ser Arg Tyr Leu Arg Ser Cys Ser Gly Lys 
145 150 155 160 

Ser His Thr Gin He Cys He Glu Thr Pro Tyr Arg Asn Pro Tyr Thr 

165 170 175 

Phe Asp Ala Leu Leu Asp Gin Leu Pro Asp His Gly Glu Leu Cys Val 

180 185 190 

Ala He Asp Leu Met Gly Asp Gin Glu Tyr Val Ser Thr Arg Ser He 

195 200 205 

Ala Val Trp Asn Gin Ser Ser Asp He Glu Glu Val Arg Glu Arg Leu 

210 215 220 

Lys Lys Val Pro Ala He Phe Leu Phe He Thr Ser Phe 
225 230 235 
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(2) INFORMATIONS POUR LA SEQ ID NO: 425: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 111 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement < 4 1772 1 4 18 053 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 425: 

Leu Lys Val Leu lie Lys Arg Ser Lys Glu Leu Gin Leu Ser Cys Ser 

15 10 15 

Leu Gly Val Ala Lys lie Phe Val Ser Lys Phe Pro Gin Thr Gly Leu 

20 25 30 

Phe Glu lie Leu Ser Glu Phe Gin Lys Leu lie Cys Gin Met Gly Asp 

35 40 45 

Lys Glu Ser lie Glu Ala Ser Asp lie Gin Ser Phe Val Glu Lys Lys 

50 55 60 

Glu Ala lie Ser Leu Trp Lys Leu Arg Asp Ala Leu Leu Arg Lys Asp 
65 70 75 80 

Arg Val Ala Ala His Ser Leu Met Arg Ser Leu Val Ser Asp Met Gly 

85 90 95 

Glu Glu Pro Leu Gly Phe Ser Thr Phe Tyr Val Val Ser Thr Ser 
100 105 110 



(2) INFORMATIONS POUR LA SEQ ID NO: 42 6: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 191 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION: lineaire 

{ i i i ) H YPOTHET I QUE : OU i 



(viii) POSITION DANS LE GENOME: complement ( 4 18 03 1 .. 4 18 603 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 42 6: 



Glu 


Phe 


Ser 


Phe 


Pro 


Gly 


Phe 


Leu 


Tyr 


Leu 


Leu 


Ala 


Glu 


Ser 


Lys 


Cys 


1 








5 










10 










15 




Leu 


Lys 


Lys 


He 


Lys 


Ser 


Gly 


Asn 


Lys 


Lys 


Asn 


Asn 


Pro 


Arg 


He 


He 








20 










25 










30 






Gly 


Phe 


Trp 


Arg 


Trp 


He 


Met 


Gly 


Asn 


Ser 


Gin 


Asn 


Ser 


He 


His 


He 






3 5 










40 










45 








Thr 


Ser 


Thr 


Lys 


Asp 


Phe 


Val 


Gin 


Tyr 


He 


Glu 


Arg 


Glu 


Arg 


Phe 


Arg 




50 










55 










60 










Val 


He 


Val 


He 


Gly 


Ser 


Ser 


Ser 


Leu 


Glu 


Asp 


Lys 


Asp 


He 


Phe 


Ser 


65 










70 










75 










80 


Glu 


Leu 


Tyr 


He 


Ser 


Gly 


Arg 


Lys 


Ser 


Phe 


Phe 


Asp 


Gly 


Gin 


Arg 


Leu 










85 










90 










95 




Leu 


Gin 


Gin 


Glu 


Leu 


Leu 


Ser 


Trp 


Thr 


Asp 


His 


Phe 


Gly 


Leu 


Phe 


Ala 



1177 



100 105 110 

Ser Gin Glu Thr lie Gly lie Tyr Gin Ala Glu Lys Met Ser Ser Ser 

115 120 125 

Leu Gin Glu Phe lie lie Asp Tyr Thr Arg His Pro Asn Pro Asn Leu 

130 135 140 

Thr Leu Phe Leu Phe Thr Asn Lys Ala Glu Leu Phe Ser Ser Leu Ser 
145 150 155 160 

Ser Lys Leu Ser Asn Ala Leu Cys Leu Ser Leu Phe Gly Glu Tyr Phe 

165 170 175 

Ala Glu Arg Asp Ala Arg lie Ala Gin Gly Phe Asp Lys Thr Phe 
180 185 190 



(2) INFORMATIONS POUR LA SEQ ID NO: 427: 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 93 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : . oui 



(viii) POSITION DANS LE GENOME: complement ( 418647 4 19 52 5 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 427: 



Met 


Leu 


Gly 


Val 


Gin 


Lys 


Lys 


Arg 


Ser 


Thr 


Arg 


Lys 


Thr 


Ala 


Ala 


Arg 


1 








5 










10 










15 




Lys 


Thr 


Val 


Val 


Arg 


Lys 


Pro 


Ala 


Ala 


Lys 


Lys 


Thr 


Ala 


Ala 


Lys 


Lys 








20 










25 










30 






Ala 


Pro 


Val 


Arg 


Lys 


Val 


Ala 


Ala 


Lys 


Lys 


Thr 


Val 


Ala 


Arg 


Lys 


Thr 






35 










40 










45 








Val 


Ala 


Lys 


Lys 


Thr 


Val 


Ala 


Ala 


Arg 


Lys 


Pro 


Val 


Ala 


Lys 


Xaa 


Ala 




50 










55 










60 










Thr 


Ala 


Arg 


Lys 


Ala 


Pro 


Val 


Arg 


Xaa 


Ala 


Val 


Ala 


Lys 


Lys 


Thr 


Val 


65 










70 










75 










80 


Ala 


Arg 


Lys 


Thr 


Val 


Ala 


Xaa 


Lys 


Thr 


Val 


Ala 


Ala 


Arg 


Lys 


Pro 


Val 










85 










90 










95 




Ala 


Lys 


Lys 


Ala 


Ala 


Ala 


Lys 


Lys 


Ala 


Pro 


Val 


Arg 


Lys 


Val 


Ala 


Ala 








100 










105 










110 






Lys 


Lys 


Thr 


Val 


Ala 


Arg 


Lys 


Thr 


Val 


Ala 


Lys 


Lys 


Thr 


Val 


Ala 


Ala 






115 










120 










125 








Arg 


Lys 


Pro 


Val. 


Ala 


Lys 


Lys 


Ala 


Thr 


Ala 


Lys 


Lys 


Ala 


Pro 


Val 


Arg 




130 










135 










140 










Lys 


Ala 


Val 


Ala 


Lys 


Lys 


Thr 


Val 


Ala 


Arg 


Lys 


Thr 


Val 


Ala 


Lys 


Lys 


145 










150 










155 










160 


Thr 


Val 


Ala 


Ala 


Arg 


Lys 


Pro 


Val 


Ala 


Lys 


Lys 


Ala 


Thr 


Gly 


Lys 


Lys 










165 










170 










175 




Ala 


Pro 


Val 


Arg 


Lys 


Val 


Ala 


Ala 


Lys 


Lys 


Thr 


Val 


Ala 


Arg 


Lys 


Thr 








180 










185 










190 






Val 


Ala 


Lys 


Lys 


Thr 


Val 


Ala 


Ala 


Arg 


Lys 


Pro 


Val 


Ala 


Lys 


Lys 


Ala 






195 










200 










205 








Thr 


Ala 


Lys 


Lys 


Ala 


Pro 


Val 


Arg 


Lys 


Ala 


Val 


Ala 


Lys 


Lys 


Thr 


Val 




210 










215 










220 










Ala 


Lys 


Arg 


Val 


Ala 


Ser 


Thr 


Lys 


Lys 


Ser 


Ser 


Val 


Ala 


Val 


Lys 


Ala 


225 










230 










235. 










240 


Gly 


Val 


Cys 


Met 


Lys 


Lys 


His 


Lys 


His 


Thr 


Ala 


Ala 


Cys 


Gly 


Arg 


Val 










245 










250 










255 
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Ala Ala Ser Gly Val Lys Val Cys Ala Ser Ala Ala Lys Arg Lys Met 

260 265 270 

Asn Pro Asn Arg Ser Arg Thr Ala His Ser Trp Arg Gin Gin Leu Met 

275 280 285 

Lys Leu Val Ala Arg 
290 



(2) INFORMATIONS POUR LA SEQ ID NO: 428: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 122 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement { 41 9 672 42 0037 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 428: 



Met 


Val 


Val 


Ser 


Leu 


Gly 


Glu 


Ser 


Val 


Ala 


Gly 


Phe 


Phe 


Ala 


Asn 


Asn 


1 








5 










10 










15 




Asp 


Val 


Leu 


Ala 


Arg 


Asp 


Leu 


Ala 


Glu 


Ala 


Ser 


Ser 


Glu 


Thr 


Gly Glu 








20 










25 










30 






Ala 


Leu 


Trp 


Arg 


Met 


Pro 


Leu 


Val 


Glu 


Lys 


Tyr 


Asp 


Gin 


Ala 


Leu 


His 






35 










40 










45 








Ser 


Asp 


He 


Ala 


Asp 


Met 


Lys 


Asn 


He 


Gly 


Ser 


Asn 


Arg 


Ala 


Gly 


Ser 




50 










55 










60 










He 


Thr 


Ala 


Ala 


Leu 


Phe 


Leu 


Gin 


Arg 


Phe 


Leu 


Glu 


Asp 


Asn 


Pro 


Val 


65 










70 










75 










80 


Ala 


Trp 


Ala 


His 


Leu 


Asp 


He 


Ala 


Gly 


Thr 


Ala 


Tyr 


His 


Glu 


Lys 


Glu 










85 










90 










95 




Glu 


Leu 


Pro 


Tyr 


Pro 


L y s 


Tyr 


Ala 


Thr 


Gly 


Phe 


Gly 


Val 


Arg 


Cys 


Leu 








100 










105 










110 






He 


His 


Tyr 


Met 


Glu 


Lys 


Phe 


Leu 


Ser 


Lys 















115 120 



(2) INFORMATIONS POUR LA SEQ ID NO: 429: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 278 acides- amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 42 024 5 42 1 078 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 429: 

Glu Ala Ala Val Val Asp Glu Asp Tyr Lys Leu Val Tyr Gin Asn Ala 

1 5 10 15 

Leu Ser Asn Phe Ser Gly Lys Lys Gly Glu Thr Ala Phe Leu Phe Gly 

20 25 30 

Asn Asp His Thr Lys Glu Gin Lys He Val Leu Leu Gly Leu Gly Lys 
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3 5 










a n 










4 b 








Ser 


Glu 


Glu 


Val 


Ser 


Gly 


Thr 


Thr 


Val 


Leu 


Glu 


TV 1 -» 

Ala 


Tyr 


Ala 


Gin 


Ala 




50 










b b 










c> U 










Thr 


Thr 


Val 


Leu 


Arg 


Lys 


Ala 


Lys 


Cys 


Lys 


Thr 


val 


Asn 


lie 


Leu 


rue 


65 










7 0 










/ b 










Q ft 

o U 


Pro 


Thr 


lie 


Ser 


Gin 


Leu 


Arg 


Phe 


Ser 


Val 


Glu 


Glu 


Pne 


Leu 


Thr 


Asn 










85 










ft rv 










y b 




Leu 


Ala 


Ala 


Gly 


Val 


Leu 


Ser 


Leu 


Asn 


Tyr 


Asn 


Tyr 


Pro 


Thr 


Tyr 


His 








100 










105 










110 






Lys 


Val 


Asp 


Thr 


Ser 


Leu 


Pro 


Phe 


Leu 


Glu 


Lys 


Val 


Thr 


Val 


Met 


Gly 






115 










120 










\Z b 








lie 


Val 


Ser 


Lys 


Val 


Gly 


Asp 


Lys 


He 


Phe 


Arg 


Lys 


Glu 


Glu 


Ser 


Leu 




130 










135 










140 










Phe 


Glu 


Gly 


Val 


Tyr 


Leu 


Thr 


Arg 


Asp 


Leu 


Val 


Asn 


Thr 


Asn 


Ala 


Asp 


145 










150 










155 










160 


Glu 


Val 


Thr 


Pro 


Glu 


Lys 


Leu 


Ala 


Ala 


Val 


Ala 


Lys 


Gly 


Leu 


Ala 


Gly 










165 










"1 *"7 ft 
1/0 










175 




Glu 


Phe 


Ala 


Ser 


Leu 


Asp 


Val 


Lys 


He 


Leu 


Asp 


Arg 


Lys 


Ala 


He 


Leu 








180 










185 










1 ft ft 

i y u 






Lys 


Glu 


Lys 


Met 


Gly 


Leu 


Leu 


Ala 


Ala 


val 


Ala 


Lys 




Ala 
Ala 


Ala 


Val 






1 QC 










9 00 










205 








Glu 


Pro 


Arg 


Phe 


He 


Val 


Leu 


Asp 


Tyr 


Gin 


Gly 


Lys 


Pro 


Lys 


Ser 


Lys 




210 










215 










220 










Asp 


Arg 


Thr 


Val 


Leu 


He 


Gly 


Lys 


Gly 


Val 


Thr 


Phe 


Asp 


Ser 


Gly Gly 


225 










230 










235 










240 


Leu 


Asp 


Leu 


Lys 


Pro 


Gly 


Lys 


Ala 


Met 


He 


Thr 


Met 


Lys 


GlU 


Asp 


Met 










245 










250 










255 




Ala 


Gly 


Ala 


Ala 


Thr 


Val 


Leu 


Gly 


He 


Phe 


Ser 


Ala 


Phe 


Ser 


Phe 


Pro 








260 










265 










270 






Trp 


Ser 


Phe 


Arg 


Ser 


Met 























275 



(2) INFORMATIONS POUR LA SEQ ID NO : 43 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 157 ac ides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE .GENOME: complement (421518 421988) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 43 0: 



Met 


Leu 


Phe 


Gly 


Tyr 


Leu 


Val 


Gly 


Phe 


Leu 


Ala 


Ala 


Asp 


Pro 


Glu 


GlU 


1 








5 










10 










15 




Arg 


Met 


Thr 


Ser 
20 


Gly 


Gly 


Lys 


Arg 


Val 
25 


Val 


Val 


Leu 


Arg 


Leu 
30 


Gly 


Val 


Lys 


Ser 


Arg 
35 


Val 


Gly 


Ser 


Lys 


Asp 
40 


Glu 


Thr 


Val 


Trp 


Cys 
45 


Arg 


Cys 


Asn 


He 


Trp 
50 


Asn 


Asn 


Arg 


Tyr 


Asp 
55 


Lys 


Met 


Leu 


Pro 


Tyr 
60 


Leu 


Lys 


Lys 


Gly 


Ser 


Ser 


Val 


He 


Val 


Ala 


Gly 


Glu 


Leu 


Ser 


Leu 


Glu 


Ser 


Tyr 


Val 


Gly 


65 










70 










75 










80 


Arg 


Asp 


Gly 


Ser 


Pro 
85 


Gin 


Ala 


Ser 


He 


Ser 
90 


Val 


Ser 


Val 


Asp 


Thr 
95 


Leu 
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Lys 


Phe 


Asn 


Ser 


Gly 


Ser 


Ser 


Arg 


Pro 


Asp 


Ala 


Arg 


Gly 


Ser 


Asp 


Glu 








100 










105 










110 






Gly 


Arg 


Gin 


Arg 


Ala 


Asn 


Asp 


Asn 


Val 


Ser 


He 


Gly 


Phe 


Asp 


Gly 


Glu 






115 










120 










125 








Ser 


Leu 


Asp 


Thr 


Asp 


Ser 


Ala 


Leu 


Asp 


Lys 


Glu 


Val 


Tyr 


Ala 


Gly 


Phe 




130 










135 










140 










Gly 


Glu 


Asp 


Gin 


Gin 


Tyr 


Ala 


Ser 


Glu 


Asp 


Val 


Pro 


Phe 








145 










150 










155 













(2) INFORMATIONS POUR LA SEQ ID NO : 431: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 18 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 422486 423 043 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 431: 



Lys 


He 


Leu 


Leu 


Lys 


Ser 


Leu 


Lys 


Leu 


Pro 


Asp 


Val 


Ala 


Phe 


Asp 


Gin 


1 








5 










10 










15 




Asn 


Asn 


Thr 


Cys 


He 


Leu 


Phe 


Val 


Asp 


Gly 


Glu 


Phe 


Ser 


Leu 


His 


Leu 








20 










25 










30 






Thr 


Tyr 


Glu 


Glu 


His 


Ser 


Asp 


Arg 


Leu 


Tyr 


Val 


Tyr 


Ala 


Pro 


Leu 


Leu 






35 










40 










45 








Asp 


Gly 


Xaa 


Pro 


Asp 


Asn 


Pro 


Gin 


Arg 


Lys 


Leu 


Ala 


Leu 


Tyr 


Glu 


Lys 




50 










55 










60 










Leu 


Leu 


Glu 


Gly 


Ser 


Met 


Leu 


Gly 


Gly 


Gin 


Met 


Ala 


Gly 


Gly 


Gly 


Val 


65 










•70 










75 










80 


Gly 


Val 


Ala 


Thr 


Lys 


Glu 


Gin 


Leu 


He 


Leu 


Met 


His 


Cys 


Val 


Leu 


Asp 










85 










90 










95 




Met 


Lys 


Tyr 


Ala 


Glu 


Thr 


Ash 


Leu 


Leu 


Lys 


Ala 


Phe 


Ala 


Gin 


Leu 


Phe 








100 










105 










110 






He 


Glu 


Thr 


Val 


Val 


Lys 


Trp 


Arg 


Thr 


Val 


Cys 


Ser 


Asp 


He 


Ser 


Val 






115 










120 










125 








Asp 


Glu 


Asn 


Pro 


Leu 


Leu 


He 


Pro 


Cys 


His 


Lys 


Cys 


Leu 


Lys 


Gly 


Val 




130 










135 










140 










Ala 


Glu 


Glu 


Phe 


Asn 


Leu 


Leu 


Gin 


Gin 


Glu 


Ser 


Val 


His 


Lys 


Ser 


Phe 


145 










150 










155 










160 


Ala 


He 


He. 


Gin 


Gin 


Lys 


Glu 


Glu 


Gly 


Leu 


Leu 


Pro 


Phe 


Val 


Phe 


Lys 










165 










170 










175 




Pro 


Pro 


Pro 


Ser 


Ser 


Leu 


His 


Phe 


Phe 


Gly 















180 185 



(2) INFORMATIONS POUR LA SEQ ID NO: 432: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 618 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 42322 6 . . 42507 9 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 43 2: 

Asn Ser Ser lie Phe Tyr Arg Pro Gin Asp Trp Ser His Leu Ala Tyr 

15 10 15 

Arg Asn Cys Arg His Phe Leu Val Asn Gly Arg Met Leu He Asn Leu 

20 25 30 

Arg Gly Thr Asp Leu Ser Ser Gin Lys Phe Ala Thr Asp Ser Tyr He 

35 40 45 

Ala Asp Pro Tyr Ser Lys Asn He Tyr Ser Pro Gin Leu Phe Gly Ser 

50 55 60 

Pro Lys Gin Glu Lys Asp Tyr Ala Phe Ser Tyr Leu Lys Tyr Glu Asp 
65 70 75 80 

Phe Asp Trp Glu Gly Asp Thr Pro Leu His Leu Pro Lys Glu Asn Tyr 

85 90 95 

Phe He Tyr Glu Met His Val Arg Ser Phe Thr Arg Asp Pro Ser Ser 

100 105 HO 

Gin Val Ser His Pro Gly Thr Phe Leu Gly He He Glu Lys He Asp 

115 120 125 

His Leu Lys Gin Leu Gly Val His Ala Val Glu Leu Leu Pro He Phe 

130 135 140 

Glu Phe Asp Glu Thr Val His Pro Phe Lys Asn Gin Asp Phe Pro His 
145 150 155 160 

Leu Cys Asn Tyr Trp Gly Tyr Ser Ser Val Asn Phe Phe Cys Pro Ser 

165 170 175 

Arg Arg Tyr Thr Tyr Gly Ala Asp Pro Cys Ala Pro Ala Arg Glu Phe 

180 • 185 190 

Lvs Thr Leu Val Lys Ala Leu His Arg Ala Gly He Glu Val He Leu 

195 200 205 

Asp Val Val Phe Asn His Thr Gly Phe Glu Gly Thr Ser Cys Pro Leu 

210 215 220 

Pro Trp He Asp Leu Lys Ser Tyr Tyr Met Val Asn Asp His Gly Asp 
225 230 235 240 

Leu Met Asn Phe Ser Gly Cys Gly Asn Thr Val Asn Thr Asn Thr Pro 

245 250 255 

Thr Thr Leu Lys Trp He Leu Asp Ala Leu Arg Tyr Trp Val Gin Glu 

260 265 270 

Met His Val Asp Gly Phe Arg Phe Asp Leu Ala Ser Val Phe Ser Arg 

275 280 285 

Asp Pro Gin Gly Val Pro Leu Pro Leu Thr Pro He Leu Gin Ala He 

290 295 300 

Ser Ser Asp Ser He Leu Ser Glu Thr Lys Leu He Ala Glu Pro Trp 
305 310 315 320 

Asp Ala Gly Gly Leu Tyr Gin Leu Gly His Phe Pro Ser He Ser Thr 

325 330 335 

Arg Trp Ser Glu Trp Asn Gly Cys Tyr Arg Asp His Val Lys Ala Phe 

340 345 350 

Leu Asn Gly Asp Ala His Gin Val Ser Ser Phe Ala Ser Arg He Ser 

355 360 365 

Gly Ser His Asp He Tyr Pro Asn Gly Lys Pro Thr Asn Ser He Asn 

370 375 380 

Tyr He Cys Ser His Asp Gly Phe Thr Leu Tyr Asp Thr Val Ala Tyr 
385 390 395 400 

Asn Asp Lys His Asn Glu Glu Asn Gly Glu Tyr Asn Arg Asp Gly Thr 

405 410 415 

Ser Ala Asn Tyr Ser Tyr Asn Phe Gly Cys Glu Gly Glu Thr Thr Asp 
420 425 430 
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Pro Thr lie Cys Ala Leu Arg Glu Arg Gin Met Lys Asn Phe Phe Leu 

435 440 445 

Ala Leu Phe Leu Ser Gin Gly lie Pro Met lie Gin Ser Gly Asp Glu 

450 455 460 

Tyr Gly His Thr Ala Tyr Gly Asn Asn Asn His Trp Cys Leu Asp Thr 
465 470 475 480 

Lys lie Asn Tyr Phe Leu Trp Asp Arg Leu Ala Glu Arg Lys Glu Leu 

485 490 495 

Phe Ser Phe Leu Cys Gin Val lie Ala Leu Arg Lys Ala Tyr Thr Glu 

500 505 510 

Leu Phe Asn Thr Ser Phe Leu Ser Glu Asp Thr lie Thr Trp Leu Asn 

515 520 525 

Thr Lys Gly Ser Pro Arg Glu Trp Gly Ala Asp His Tyr Leu Ala Phe 

530 535 . . 540 

Xaa Leu Lys His Leu Asn Tyr Ser Leu Phe Val Xaa Phe Tyr Ser Gly 
545 550 555 560 

Asn Glu Arg lie Glu lie Ser Leu Pro Lys Pro Arg Lys Glu His Leu 

565 570 575 

Ala Tyr Glu Lys lie Val Asp Ser Thr Thr Gly Phe Phe Ser Gin lie 

580 585 590 

Leu Ser Pro Lys Leu Ser Leu Glu Pro Tyr Ser Ser Leu Val Ala lie 

595 600 605 

Ser Arg Arg Lys Thr Ser Leu Glu Ser Arg 
610 615 



(2) INFORMATIONS POUR LA SEQ ID NO: 433: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 03 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 42 5 14 6 .. 4 2 6 0 54 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 433: 



Arg Val Trp Phe 
1 

His Met Asn lie 
20 

Lys Val Lys Lys 
35 

Val Ser Gly Val 
50 

Gin Ser lie Leu 
65 

Ser Thr Thr Ala 

Asp Gly Glu Leu 
100 

His Ala Leu Tyr 
115 

Glu Cys Leu Lys 
130 

Asn Gly lie Gin 



Ser Glu Pro Gin 
5 

Leu Thr Gly Thr 

Leu Asn Leu Leu 
40 

Gly Asp Ala Asp 
55 

Val Glu Pro Lys 
70 

Leu lie Glu Ala 
85 

Leu Arg Val Ser 

Gly Gly lie Arg 
120 

lie Glu Pro Leu 
135 

Tyr Lys Gly Ala 



Glu Asp Gly Leu 
10 

Leu Arg Thr Gly 
25 

Val Leu Leu Gly 

Val Lys Val Ser 
60 

lie Arg Val Leu 
75 

Lys Gly Ala Phe 
90 

Ser Gin Gly Gin 
105 

Trp Gly Glu Asn 

Asp Gly Ala Ala 
140 

lie Tyr He His 



Gin Pro Leu Trp 
15 

Gly Glu Lys Asn 
30 

Val Phe Cys Gly 
45 

Asp Ala Leu Ser 

Leu Leu Ser Glu 
80 

Ser Val Phe Gly 
95 

Arg Cys Ala Ala 
110 

Tyr Pro Asn Val 
125 

Ser Leu Phe Val 
Arg Thr Asp Arg 
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1 A C 

14 b 




















ICC 

1 JJ 










lou 


Ser 


Cys 


Leu 


Phe 


He 
165 


Val 


Asn 


Glu 


Leu 


Ala 
170 


Leu 


Glu 


Asp 


Tyr 


Leu 
175 


Lys 


Ser 


Thr 


Leu 


Ser 
180 


Val 


Lys 


Tyr 


Leu 


Lys 
185 


Glu 


Leu 


Asp 


Lys 


pi 

C^lU 

190 


Ala 


Leu 


Ser 


Ala 


Cys 
195 


Val 


He 


Leu 


Glu 


Arg 
200 


Thr 


Ala 


Leu 


Tyr 


Glu 
205 


Arg 


Leu 


Leu 


Ala 


Gly 
210 


Asn 


Ser 


His 


Ser 


Phe 
215 


Trp 


His 


Val 


Asn 


Ala 
220 


Gin 


Glu 


Asp 


Arg 


Tyr 


Gly 


Gly 


Phe 


Gly 


Val 


Thr 


Ser 


Gin 


Phe 


Tyr 


Gly 


Val 


Glu 


Glu 


Ala 


225 










230 










235 










240 


Val 


Asp 


Trp 


Thr 


Ser 
245 


Arg 


Leu 


Val 


Leu 


Asp 
250 


Asn 


Pro 


Glu 


Gly 


Leu 
255 


Val 


Phe 


Asn 


Ala 


Asp 
260 


Tyr 


Leu 


Leu 


Arg 


Ala 
265 


Asn 


Val 


Asp 


His 


Leu 
270 


Ala 


lie 


Glu 


Gly 


Tyr 
275 


Asn 


Ala 


Arg 


Gin 


He 
280 


Leu 


Glu 


Lys 


Phe 


Tyr 
285 


Lys 


Asp 


Ala 


Asp 


Leu 
290 


Val 


Val 


He 


Glu 


Ser 
295 


Trp 


Glu 


Asp 


Asp 


Cys 
300 


Lys 


Gly 


Ala 





(2) INFORMATIONS POUR LA SEQ ID NO: 434: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 247 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement (426245 426985 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 434: 



Thr 


He. 


Ala 


Asn 


Thr 


Tyr 


Met 


Thr 


His 


Lys 


He 


Ser 


Val 


Leu 


His 


Gin 


1 








5 










10 










15 




Asp 


Lys 


Lys 


Phe 


Asp 


Phe 


Ser 


Leu 


Arg 


Pro 


Lys 


Lys 


Leu 


Thr 


Glu 


Phe 








20 










25 










30 






Cys 


Gly 


Gin 


Lys 


Gin 


Leu 


Lys 


Glu 


Arg 


Leu 


Asp 


Leu 


Phe 


Leu 


Arg 


Ala 






35 










40 










45 








Ala 


Val 


Gin 


Arg 


Asn 


Glu 


Val 


Pro 


Gly 


His 


Cys 


Leu 


Phe 


Tyr 


Gly 


Pro 




50 










55 










60 










Pro 


Gly 


Leu 


Gly 


Lys 


Thr 


Ser 


Leu 


Ala 


His 


He 


Met 


Ala 


Asn 


Thr 


He 


65 










70 










75 










80 


Gly 


Lys 


Gly 


Leu 


Val 


He 


Ala 


Ser 


Gly 


Pro 


Gin 


Leu 


Leu 


Lys 


Pro 


Ser 










85 










90 










95 




Asp 


Leu 


He 


Gly 


Leu 


Leu 


Thr 


Gly 


Leu 


Gin 


Glu 


Gly 


Asp 


He 


Phe 


Phe 








100 










105 










110 






He 


Asp 


Glu 


He 


His 


Arg 


Met 


Gly 


Lys 


Ala 


Ala 


Glu 


Glu 


Tyr 


Leu 


Tyr 






115 










120 










125 








Pro 


Ala 


Met 


Glu 


Asp 


Phe 


Lys 


Val 


Asp 


He 


Thr 


Leu 


Asp 


Ser 


Gly 


Pro 




130 










135 










140 










Gly 


Ala 


Arg 


Ser 


Val 


Arg 


Leu 


Asp 


Leu 


Ala 


Pro 


Phe 


Thr 


Leu 


Val 


Gly 


145 










150 










155 










160 


Ala 


Thr 


Thr 


Arg 


Ala 


Gly 


Met 


Leu 


Ser 


Glu 


Pro 


Leu 


Arg 


Thr 


Arg 


Phe 










165 










170 










175 




Ala 


Phe 


Thr 


Gly 


Arg 


Val 


Asp 


Tyr 


Tyr 


Thr 


Asp 


Glu 


Asp 


Leu 


Val 


Ser 








180 










185 










190 
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lie Leu Ser Arg Ser 
195 

Thr Leu Leu Glu lie 
210 

Asn Asn Leu Leu Arg 
225 

Asn Cys lie Asn Ser 
245 



Ser Gin Leu Leu Ala lie 
200 

Ala Arg Arg Ala Arg Gly 
215 

Trp Val Arg Asp Phe Ala 
230 235 
Arg Pro 



Glu Ala Asn Gin Glu 
205 

Thr Pro Arg Leu Ala 
220 

Gin Met Arg Glu Gly 
240 



(2) INFORMATIONS POUR LA SEQ ID NO : 43 5: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 19 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 427248 427 8 17 



(xi) 


DESCRIPTION DE LA 


SEQUENCE: SEQ ID NO 


: 435: 








Met 


Gly 


He 


Lys 


Glu 


Asp 


Asn 


Trp 


He 


Arg 


Lys 


Met 


Ala 


He 


Glu 


Glu 


1 








5 










10 










15 




Gly 


Met 


He 


Glu 


Pro 


Phe 


Ala 


Asp 


Ser 


Gin 


Val 


Lys 


Leu 


His 


Pro 


Glu 








20 










25 










30 






Thr 


Gly 


Glu 


Lys 


Leu 


He 


Ser 


Tyr 


Gly 


Leu 


Ser 


Ser 


Tyr 


Gly 


Tyr 


Asp 






35 










40 










45 








Leu 


Arg 


He 


Ser 


Arg 


Glu 


Phe 


Lys 


Val 


Phe 


Thr 


Asn 


Val 


Tyr 


Asn 


Ser 




50 










55 










60 










Leu 


Val 


Asp 


Pro 


Lys 


Cys 


Phe 


Thr 


Glu 


Asp 


Ala 


Leu 


He 


Ser 


He 


Val 


65 










70 










75 










80 


Asp 


Asp 


Val 


Cys 


He 


He 


Pro 


Pro 


Asn 


Ser 


Phe 


Ala 


Leu 


Ala 


Arg 


Ser 










85 










90 










95 




Val 


Glu 


Tyr 


Phe 


Arg 


lie 


Pro 


Arg 


Asn 


Val 


Leu 


Thr 


Val 


Cys 


He 


Gly 








100. 










105 










110 






Lys 


Ser 


Thr 


Tyr 


Ala 


Arg 


Cys 


Gly 


Leu 


He 


Val 


Asn 


Val 


Thr 


Pro 


Phe 






115 










120 










125 








Glu 


Pro 


Glu 


Trp 


Glu 


Gly 


Tyr 


Val 


Thr 


He 


Glu 


He 


Ser 


Asn 


Thr 


Thr 




130 










135 










140 










Pro 


Leu 


Pro 


Ala 


Lys 


Val 


Tyr 


Ala 


Asn 


Glu 


Gly 


He 


Ala 


Gin 


Val 


Leu 


145 










150 










155 










160 


Phe 


Phe 


Glu 


Gly 


Asp 


Ala 


Ala 


Cys 


Asp 


Val 


Ser 


Tyr 


Ala 


Glu 


Arg 


Gin 










165 










170 










175 




Gly 


Lys 


Tyr 


Gin 


Lys 


Gin 


Gin 


Gly 


He 


Thr 


He 


Pro 


Phe 


Val 












180 










185 










190 







(2) INFORMATIONS POUR LA SEQ ID NO: 43 6: 

<i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 109 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineaire 



(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 429 560 429886 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 43 6: 

Asn Ser Cys Val Asn Thr Lys Val Ala Asp Trp Arg Thr Lys Lys Leu 

15 10 15 

Ala Pro lie Phe Pro Leu Asp Tyr Glu Asp Phe Phe Thr Val Phe Met 

20 25 30 

Lys Lys Gin His Tyr Thr Leu Pro Gly Asn Val Ser Asn Met Arg lie 

35 . 40 45 

Leu Ser Pro Val Arg Pro Val Ser Glu Thr Ala Leu Thr Thr lie lie 

50 .55 60 

lie Ser Gly Leu Glu Glu Glu Asp Lys Leu Gly Leu Leu Gly Gin Val 
65 70 75 80 

Gin Gin Phe Leu Phe Asp Ala Glu Glu Ala His Pro Gin Arg Gly Glu 

85 90 95 

Ser lie Leu lie Gin Asn Val Leu Asp Asp lie Thr Gin 
100 105 



(2) INFORMATIONS POUR LA SEQ ID NO: 437: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 168 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (429857 43 03 60 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 437: 



Val Phe Cys Ala Gly Ala Tyr Phe Gly Cys Ala Arg Phe Glu Phe Leu 

15 10 15 

Glu Pro Thr Gly Ser Leu Phe Val Ala Lys Arg Asp Leu Gly Phe Phe 

20 25 30 

Pro Gly Ala Ala Asn Gly Pro Ala Tyr Glu Ser Ala Phe Ser Tyr Thr 

35 40 45 

Ser Ser Ser Gly Val Leu Ala Ala Pro Leu Val Phe Ala Asp Phe Pro 

50 55 60 

Gly Glu Ser Phe Ser Leu Phe Asn Gly Gly Cys Cys Phe Glu Asn Ala 
65 70 75 SO 

Glu His Phe- Pro Glu lie Cys lie Glu Ala Arg Tyr Asn Asn Leu Leu 

85 .90 95 

Gly Lys Pro Ala Ala lie Leu Ser Arg Arg Leu Asp Lys Gly Leu Val 

100 105 110 

Val Leu Ser Gly Pro His lie Glu Tyr Leu Pro Glu Phe Cys Ser Leu 

115 120 125 

Gin Glu Asp Asn Val lie Gin Ala Arg Glu Gin lie Ala Ala His Ser 

130 135 140 

Ser Ser Leu Glu Glu Tyr Lys Gin Phe Leu lie His Arg Leu Leu Ser 
145 150 155 160 

Asn Val Val Glu His Val Leu Tyr 
165 



1186 



(2) INFORMATIONS POUR LA SEQ ID NO: 438: 

(i) CARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 105 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (43 0323 43 0637 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 438: 



Gly 


Lys 


Glu 


Met 


Lys 


Arg 


He 


Leu 


Val 


Tyr 


Ser 


Asp 


Lys 


Gly 


Val 


Ser 


1 








5 










10 










15 




Pro 


Tyr 


Tyr 


Leu 
20 


Arg 


His 


Thr 


Val 


Arg 
25 


Trp 


Leu 


Lys 


Gin 


Val 
30 


Ala 


Ala 


Pro 


Phe 


Gin 
35 


Met 


Glu 


Val 


Cys 


Arg 
40 


Val 


Asn 


Gly 


Arg 


Phe 
45 


Leu 


He 


His 


Glu 


Pro 
50 


Leu 


Trp 


Glu 


Asp 


Thr 
55 


Thr 


Gin 


Leu 


Leu 


Val 
60 


He 


Pro 


Gly 


Gly 


Ala 


Asp 


Val 


Pro 


Tyr 


His 


Asn 


Val 


Leu 


His 


Gly 


Leu 


Gly 


Thr 


Ala 


Arg 


65 










70 










75 










80 


He 


Asp 


Asn 


Tyr 


Val 
85 


Arg 


Glu 


Gly 


Gly 


Cys 
90 


Tyr 


Leu 


Gly 


He 


Leu 
95 


Arg 


Arg 


Ser 


Leu 


Phe 
100 


Trp 


Leu 


Arg 


Ala 


Val 
105 

















(2) INFORMATIONS POUR LA SEQ ID NO : 43 9: 

(i) CARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 285 acides amines. 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire. 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 43 093 3 43 17 87 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 439: 



Ser 


Ala 


Val 


Phe 


Lys 


Leu 


Glu 


Ser 


Leu 


Leu 


Sex- 


Met 


Met 


Ser 


Ser 


Pro 


1 








5 










10 










15 




His 


Pro 


Met 


Ser 


Ser 


Ser 


Arg 


Asn 


Thr 


Pro 


Leu 


Gly 


Val 


Phe 


Tyr 


Ser 








20 










25 










30 






Leu 


Leu 


Ala 


Cys 


Phe 


Tyr 


Trp 


Gly 


Met 


Val 


Phe 


Val 


He 


Pro 


Ser 


Met 






35 - 










40 










45 








Leu 


Gly 


Asn 


Phe 


Ala 


Asp 


Leu 


Asp 


He 


Val 


Leu'' 


Thr 


Arg 


Tyr 


Ser 


Val 




50 










55 










60 










Phe 


Gly 


He 


Cys 


Ser 


Leu 


He 


Thr 


He 


Leu 


Tyr 


Lys 


Arg 


Ser 


Asn 


He 


65 










70 










75 










80 


Phe 


Lys 


Thr 


Val 


Pro 


Phe 


Phe 


Leu 


Trp 


Lys 


Lys 


Gly 


He 


Leu 


Trp 


Ala 










85 










90 










95 




Phe 


Leu 


He 


Asn 


He 


Ala 


Tyr 


Tyr 


Phe 


Gly 


He 


Ala 


Gin 


Ala 


Val 


Arg 








100 










105 










110 






Tyr 


Ser 


Gly 


Ser 


Ala 


Val 


Thr 


Val 


He 


He 


Ala 


Gly 


Leu 


Ala 


Pro 


He 
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lib 










i on 

jl ^ \J 










125 








Ala 


He 
130 


Leu 


Pne 


Tyr 


Ser 


Asn 
135 


T 1 Q 

lie 


Lt/S 


Lv<; 


Lys 


Mot- 
Luc L. 

140 




Ser 


*~y 


Ser 


Phe 


Leu 


Leu 


Ser 


Met 


Ser 


Cj iy 


x J- e 


X JL tr 


Vdl 


V d 1 


pi v 

vj JL y 


Tip 
lie 


He 


Leu 


Ser 


145 










IbU 










1 J J 










1 fin 

1 0 u 


Asn 


Val 


Ser 


Glu 


Phe 
165 


g m 


Ser 


Lj !U 


Ser 


0 el 

1 / u 


Ser 


DC 1 


T ,oi i 
i— 1 u. 


Jtr JL VJ 


Leu 

1 / J 


xy 1 


Leu 


Leu 


Gly 


Phe 


Gly 


Cys 


Val 


Thr 


Ala 


Aia 


inr 


Ser 


Tic 

lie 


Trp 


Ala 

Ala. 


oiy 






180 










lob 










ion 
x y u 






Tyr 


He 


He 


Tyr 


Asn 


His 


Asp 


Phe 


Leu 


Glu 




HIS 


her 


bill 


T 1 

lie 


Ser 




195 










zUU 










one 








Pro 


Asp 
210 


Thr 


Trp 


Cys 


His 


Met 
215 


Leu 


c^iy 


lie 


Ser 


S er 
220 


Leu 


T "1 p 

lie 


Tip 

lie 




Leu 


Pro 


Leu 


He 


He 


Leu 


Gly 


Asp 


Thr 


Phe 


Gly 


He 


Thr 


His 


Val 


Thr 


225 










230 










235 










240 


Arg 


Asn 


Phe 


Leu 


Phe 


His 


Thr 


Pro 


Leu 


Ser 


Glu 


Arg 


Cys 


Leu 


Xaa 


He 








245 










250 










255 




Val 


Leu 


Cys 


Ser 


Ala 


Met 


Gly 


He 


Phe 


Pro 


Leu 


Arg 


Glu 


Leu 


Ser 


Gin 






260 










265 










270 






Leu 


Gly 


Thr 


Lys 


Leu 


Leu 


Phe 


He 


Cys 


Leu 


Gin 


Leu 


Phe 










275 










280 










285 









(2) INFORMATIONS POUR LA SEQ ID NO: 440: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 110 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 43 1 658 . . 43 1 9 87 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 44 0: 



Phe 


Ser 


He 


Ser 


Tyr 


Pro 


Ser 


Phe 


Arg 


Lys 


Met 


Pro 


Xaa 


Asp 


Arg 


Ser 


1 








5 










10 










15 




Leu 


Leu 


Cys 


Tyr 
20 


Gly 


Asp 


Phe 


Ser 


Ser 
25 


Ser 


Arg 


Ala 


He 


Ala 
30 


Ala 


Trp 


Asn 


Lys 


Ala 


Ser 


Leu 


His 


Leu 


Ser 


Thr 


Ala 


Leu 


Leu 


Gly 


Ala 


Leu 


Leu 




35 










40 










45 








He 


Phe 

50- 


Glu 


Pro 


He 


Phe 


Gly 
55 


Trp 


He 


Leu 


Ser 


Tyr 
60 


Leu 


Cys 


Lys 


Arg 


Glu 


Met 


Pro 


Ser 


Phe 


Gin 


Glu 


Gly 


Leu 


Gly 


Phe 


Phe 


Leu 


Met 


Leu 


Gly 


65 










70 










75 










80 


Ala 


Ser 


Leu 


Cys 


Leu 


Leu 


Leu 


Ala 


Gin 


Lys 


Lys 


Ala 


Ser 


Glu 


Gin 


Glu 








85 










90 










95 




Thr 


Pro 


Ser 


Glu 
100 


Thr 


Leu 


He 


Thr 


Thr 
105 


Glu 


Ser 


Glu 


Ala 


Asn 
110 







(2) INFORMATIONS POUR LA SEQ ID NO: '441: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR : 748 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 432232 . . 434475 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 441: 



Lys 


Asp 


Mec 


bly 


Cys 


UlU 


bill 


Lys 


Leu 


Ser 


Gly 


1 le 


Leu 


Glu 


Leu 


I le 


1 
i 








b 










1 0 










15 




Leu 


Pro 


Glu 


Asp 


Pro 


Leu 


Ser 


Asp 


Gin 


Thr 


Gly 


Tyr 


Ala 


Phe 


Leu 


Arg 








z u 










Z b 










J U 






vai 


Pro 


Tyr 


Lys 


Asn 


Ser 


Leu 


vai 


rnVt -v~ 

inr 


t 7-> 1 

vai 


Cys 


Gly 


His 


Leu 


Pro 


Leu 






b D 










ft u 










4 b 








Ser 


Leu 


rne 


Lys 


lie 


Giy. 


Ser 


Ser 


vai 


Asp 


Leu 


Tnr 


Gly 


His 


Trp 


Ser 




b U 










b b 










o u 










vai 


Asp 


Ala 


Ser 


g iy 


Ala 


Leu 


vai 


Fne 


Arg 


Phe 


Thr 


Ser 


Ala 


Ala 


Thr 


O b 










/ u 










/ b 










0 n 


Tyr 


Ser 


Pro 


Asp 


Ser 


Giy 


lie 


lie 


TV "1 -a 

Aia 


Tyr 


Leu 


Asn 


Ala 


pi » 
Gin 


He 


Lys 










O b 










y u 










9 b 




Gly 


vai 


Gly 


Pro 


Lys 


Leu 


Ala 


Gin 


Lys 


lie 


vai 


Ser 


Thr 


Phe 


Gly 


Glu 








inn 
1 U U 










1 U b 










110 






Asp 


mr 


Leu 


inr 


vai 


Leu 


Asp 


Ser 


Cys 


Pro 


Ser 


Lys 


Leu 


1 7"—. 1 

Vai 


Glu 


Vai 






I 1 R 

I I D 










ion 
i z u 










1 Z b 








Asp 


Giy 


lie 


Ser 


Pro 


Ala 


Arg 


Cys 


GlU 


Asp 


t~) V-» 


Ser 


Lys 


cm 


Leu 


Gin 




X J u 










1 -ic 

JL O J 










i a n 

Ifi U 










Pi n 


fir, 

bin 


Arg 


Asp 


Leu 


Arg 


MIS 


Ala 


Leu 


Leu 


irne 


Leu 


Gin 


Arg 


HIS 


Gly 


ly j 










i 

_L _) U 










i j j 










1 D U 


lie 


Ala 


lie 


rl l s 


Tyr 


w jl y 


Leu 


Arg 


Leu 


Tyr 


Lys 


Lys 


Tyr 


Gin 


Asn 


Gin 










1DD 










1 / U 










1 / b 




Thr 


Tin 

lie 


Glu 


Lys 


vai 


Cys 


Gin 


Asp 


Pro 


PKe 


Leu 


Leu 


Ala 


Lys 


Glu 


Met 








i q n 










lob 










ion 

1 y u 






Tyr 


Gly 


lie 


g iy 


Fne 


Lys 


mr 


Ala 


Asp 


Leu 


He 


Ala 


Thr 


Cys 


Leu 


Gly 






i y d 










*■> n n 
Z U U 










z 0 b 








Vai 


Pro 


Leu 


Asn 


Ser 


Pro 


Asn 


Arg 


I le 


Vai 


Ala 


Gly 


He 


Gin 


Tyr 


Ser 




Z 1 U 










z 1 b 










22 0 










Leu 


Asp 


Glu 


Leu 


Gin 


Glu 


Glu 


Gly 


His 


Thr 


Cys 


Tyr 


Pro 


Leu 


Asn 


Asp 


O o r 




















o -> r— 
z3 b 










24 0 


Phe 


lie 


Vai 


Leu 


Vai 


GlU 


Lys 


Leu 


Leu 


Asn 


Glu 


Glu 


Ala 


Pro 


Glu 


Glu 




















**} c r\ 

250 










255 




lie 


lie 


Arg 


Lys 


Glu 


Glu 


He 


Arg 


Thr 


Gin 


He 


His 


Phe 


Leu 


Ser 


Arg 








0 & 0. 










Z O D 










*? *7 n 
z / U 






Gin 


Lys 


Thr 


Vai 


Tyr 


Vai 


Lys 


Glu 


Leu 


Glu 


Gin 


Asp 


Thr 


Tyr 


He 


Trp 






275 










280 










285 








Ser 


Arg 


Gin 


Leu 


Phe 


Leu 


Ala 


Glu 


Gin 


Gin 


He 


Ala 


He 


Asp 


He 


Arg 




290 










295 










300 










Arg 


Leu 


Leu 


Phe 


Ser 


Ser 


Lys 


Arg 


He 


Arg 


Ser 


He 


Asn 


Thr 


Gin 


Glu 


305 










310 










315 










320 


Ala 


lie 


Leu 


Glu 


Vai 


Glu 


Asn 


Leu 


Leu 


Asp 


Leu 


Lys 


Leu 


Glu 


Glu 


Lys 










325 










330 










335 




Gin 


Lys 


Glu 


Ala 


Leu 


His . 


Ala 


Ser 


Ser 


Ser 


Gin 


Lys 


He 


His 


He 


He 








340 










345 










350 






Ser 


Gly 


Gly 


Pro 


Gly 


Thr 


Gly 


Lys 


Ser 


Thr 


He 


Thr 


Arg 


Ala 


He 


Leu 






355 










360 










365 








Ser 


He 


Phe 


Glu 


Lys 


He 


Ser 


Ser 


Pro 


Lys 


Lys 


He 


He 


Leu 


Ala 


Ala 




370 










375 










380 










Pro 


Thr 


Gly 


Lys 


Ala 


Ala 


Lys 


Arg 


Met 


Thr 


Glu 


He 


Thr 


Gly 


Lys 


Arg 


385 










3 90 










395 










400 


Thr 


Gin 


Thr 


He 


His 


Ser 


Leu 


Leu 


Gin 


Tyr 


Asp 


Phe 


Lys 


Thr 


Leu 


Ser 
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405 










410 










415 




Phe 


Arg 


Lys 


Asn 


His 


Glu 


Asp 


Pro 


He 


Asp 


Cys 


Asp 


Leu 


Val 


He 


Val 








420 










425 










43 0 






Asp 


Glu 


Ser 


Gly 


Met 


He 


Asp 


Thr 


He 


Leu 


Leu 


Gin 


Arg 


Phe 


Leu 


Ala 






435 










440 










445 








Ala 


Leu 


Pro 


Asp 


His 


Ala 


He 


Leu 


He 


Leu 


He 


Gly 


Asp 


Val 


His 


Gin 




450 










455 










460 










Leu 


Pro 


Ser 


Val 


Gly 


Pro 


Gly 


Asn 


Val 


Leu 


Lys 


Asp 


Leu 


He 


Leu 


Ser 


465 










470 










475 










4oU 


His 


His 


lie 


Glu 


Val 


Thr 


Tyr 


Leu 


Thr 


Lys 


He 


Phe 


Arg 


Gin 


Leu 


Gin 










485 










490 










4 9 5 




Asn 


Ser 


Asn 


He 


He 


Thr 


Asn 


Ala 


His 


Lys 


Val 


Asn 


Gin 


Gly 


Glu 


Phe 








500 










505 










510 






Pro 


Val 


Leu 


Asn 


Ser 


Ser 


Ser 


Gly 


Lys 


Lys 


Asp 


Phe 


Leu 


Phe 


Phe 


Gin 






515 










520 










525 








Lys 


Glu 


Asp 


Pro 


Glu 


Glu 


Ala 


He 


Lys 


His 


He 


He 


His 


Leu 


Val 


Ser 


53 0. 










535 










540 










Asp 


Phe 


Val 


Pro 


Lys 


Lys 


Phe 


Gly 


He 


Phe 


Thr 


Lys 


Asp 


lie 


Gin 


Val 


545 










550 










555 










c c n 
bou 


Leu 


Ala 


Pro 


Xaa 


Arg 


Lys 


Gly 


Val 


Leu 


Gly 


He 


Leu 


Asn 


Leu 


Asn 


Arg 










565 










570 










b / b 




Glu 


Leu 


Lys 


Ala 


Ala 


Leu 


Asn 


Pro 


Asn 


Lys 


Leu 


Phe 


He 


Gin 


Gly 


Lys 






580 










585 










r ft rt 

b 9 0 






Phe 


His 


Ser 


Phe 


Ser 


Thr 


Gly 


Asp 


Arg 


Val 


Met 


Gin 


Thr 


Arg 


Asn 


Asn 






595 










600 










£T n rr 
605 








Tyr 


Asn 


Lys 


Glu 


Val 


Phe 


Asn 


Gly 


Asp 


He 


Gly 


Tyr 


Val 


Thr 


Ser 


He 


610 










615 










62 0 










Asp 


Leu 


Ser 


Thr 


Lys 


Ser 


Leu 


He 


Val 


Cys 


Val 


Asp 


Gly 


Arg 


Tyr 


He 


625 










630 










63 5 










64 0 


Ser 


Tyr 


Ser 


Gin 


Ala 


Glu 


Leu 


Asn 


Asp 


Leu 


He 


Pro 


Ala 


Tyr 


Ala 


Thr 








645 










650 










c c c 
obb 




Ser 


He 


His 


Lys 


Tyr 


Gin 


Gly 


Ser 


Glu 


Thr 


Ser 


Cys 


He 


lie 


Leu 


Pro 








660 










ODD 










67 0 






He 


His 


Thr 


Ser 


His 


Tyr 


Val 


Met 


Leu 


Tyr 


Arg 


Asn 


Leu 


Leu 


Tyr 


Thr 






675 










680 










685 








Ala 


He 


Thr 


Arg 


Gly 


Lys 


Lys 


Leu 


Val 


He 


Leu 


Val 


Gly 


Thr 


Lys 


Lys 




690 










695 










700 










Ala 


Val 


Ala 


He 


Ala 


Val 


Arg 


Asn 


Asp 


Lys 


Val 


Gin 


His 


Arg 


Cys 


Thr 


705 










710 










715 










720 


Gly 


Leu 


Gin 


Gin 


Ala 


Met 


His 


Ser 


Leu 


Leu 


Asn 


Lys 


Pro 


Thr 


Pro 


Leu 








725 










730 










735 




Phe 


Ser. 


Pro 


Tyr 


Thr 


He 


Cys 


Arg 


Pro 


Ser 


Leu 


Gly 











740 745 



(2) INFORMATIONS POUR LA SEQ ID NO: 442: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 5 63 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) . HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 43 4 62 0 43 63 0 8 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 442: 
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Lys Arg Ser Phe 
1 

Ser Arg lie Leu 
20 

His Phe Gly His 
35 

Arg Phe Gin Arg 
50 

Asp Glu Tyr Gly 
65 

Gly Tyr Gin Glu 

Phe Lys Lys Leu 
100 

Ala Tyr His Pro 
115 

Arg Gly Leu Val 
130 

Glu Gly Lys Phe 
145 

Cys Gly Phe Asp 

Asp Tyr Glu Ala 
180 

Ala Ala Leu Ser 
195 

Arg Met Lys Glu 
210 

Pro His Met Arg 
225 

Arg Ala Val Thr 

Glu Asn Lys Val 
260 

Ser Gly Thr Met 
275 

Lys Lys Phe Trp 
290 

Lys Asp Asn Thr 
305 

Gly Gin Ser Leu 

Phe Leu Leu Leu 
340 

lie Asp Met Asp 
3 5*5 

Tyr Val Leu Ala 
370 

Phe Gin Glu Phe 
385 

Gly Asn Phe Val 

Thr Glu Leu Ser 
420 

Ser Lys Ser Gin 
435 

Tyr Ser Leu Arg 
450 

Gly Asn Gly Tyr 



Ser Val Gin Leu 
5 

lie Thr Ser Ala 

lie Thr Gly Ala 
40 

Leu Gin Gly Lys 
55 

lie Ala lie Thr 
70 

Tyr Val Asp Met 
85 

Gly lie Ser Val 

Ala lie Val Gin 
120 

Glu Asn Gin Val 
135 

Leu Ala Asp Arg 
150 

Arg Ala Arg Gly 
165 

Arg Asp Leu Lys 

Leu Arg Asp Thr 
200 

Asp Leu Leu Ala 
215 

Asn Phe Val Thr 
230 

Arg Asp Leu Ser 
245 

Phe Tyr Val Trp 

Asp Trp Ala Ala 
280 

Leu Asp Asp Thr 
295 

Ser Phe His Ala 
310 

Pro Tyr Lys Lys 
325 

Glu Gly Phe Gin 

Ala Phe Leu Glu 
360 

Ala He Ala Pro 
375 

Lys Thr Arg Cys 
390 

Asn Arg Val Leu 
405 

Ser Pro Gin Leu 

Lys Leu Ala Lys 
440 

Lys Ala Cys Ser 
455 

Phe Asn Asp Glu 



Glu Arg Arg Glu 
10 

Leu Pro Tyr Ala 
25 

Tyr Leu Pro Ala 

Glu Val Leu Tyr 
60 

Leu Asn Ala Glu 

7 5. 

Tyr His Lys Leu 
90 

Asp Phe Phe Ser 
105 

Asp Phe Tyr Arg 

Thr Glu Gin Leu 
140 

Tyr Val Val Gly 
155 

Asp Glu Cys Gin 
170 

Glu Pro Arg Ser 
185 

Glu His Ala Tyr 

Phe Val Gin Gly 
220 

Asp Tyr He Glu 
235 

Trp Gly He Pro 
250 

Phe Asp Ala Pro 
265 

Ser He Gly Asp 

Val Thr Tyr Ala 
300 

Val He Phe Pro 
315 

Val Asp Ala Leu 
330 

Phe Ser Lys Ser 
345 

Thr Tyr Ser Leu 

Glu Thr Ser Asp 
380 

Asn Ser Glu Leu 
395 

Ala Phe Ala Val 
410 

Glu Gin Lys Asp 
425 

Asp Ala Ala Glu 

Thr He Met Glu 
460 

Ala Pro Trp Lys 



He Val Glu Ser 
15 

Asn Gly Pro Leu 
30 

Asp Val Tyr Ala 
45 

He Cys Gly Ser 

Leu Ala Gly Met 
80 

His Lys Asp Thr 
95 

Arg Thr Thr Asn 
110 

Asn Leu Gin Glu 
125 

Tyr Ser Glu Glu 

Thr Cys Pro Lys 
160 

Gin Cys Gly Ala 
175 

Lys Leu Thr Gly 
190 

Leu His Leu Glu 
205 

He Tyr Leu Arg 

His Leu Arg Pro 
240 

Val Pro Asp Leu 
255 

He Gly Tyr He 
270 

Pro Glu Ala Trp 
285 

Gin Phe He Gly 

Ala Met Glu He 
320 

Val Thr Ser Glu 
335 

Asp Gly Asn Phe 
350 

Asp Lys Leu Arg 
365 

Ser Glu Phe Ser 

Val Gly Lys Tyr 
400 

Lys Asn Gly Cys 
415 

Leu Asp Phe He 
430 

His Tyr Ala Gin 
445 

Leu Ala Ala Leu 
Leu Ala Lys Glu 
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465 










47 0 










4 / b 










A Q C\ 

4 o U 


Gly 


Asn 


Trp 


Asn 


Arg 


Val 


Arg 


Ala 


lie 


Leu 


Oil n 

rue 


Cys 


Ala 


Cys 


Tyr 


Cys 








485 










490 










495 




Gin 


Lys 


Leu 


Leu 


Ala 


Leu 


He 


Ser 


Tyr 


Pro 


He 


Met 


Pro 


Glu 


Thr 


Ala 






500 










505 










510 






Leu 


Lys 


He 


Leu 


Glu 


Met 


He 


Ala 


Pro 


Tyr 


Ser 


Leu 


Asp 


Leu 


Gly 


Ser 




515 










520 










525 








Gin 


Asp 
530 


Pro 


Asp 


Arg 


Leu 


His 
535 


Ser 


Leu 


Trp 


Thr 


Asp 
540 


Ser 


Phe 


Phe 


Asp 


Tyr 


Ser 


Glu 


Glu 


Lys 


Phe 


Ser 


Leu 


Lys 


Glu 


Pro 


Glu 


Leu 


Leu 


Phe 


Thr 


545 










550 










555 










560 



Met Val Glu 



(2) INFORMATIONS POUR LA SEQ ID NO: 443: 

<i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 101 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 43 627 2 43 6 574 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 443: 



Val 


Met 


Ala 


Arg 


Lys 


Asp 


Arg 


Leu 


Thr 


Asn 


Glu 


Arg 


Leu 


Asn 


Lys 


Leu 


1 








5 










10 










15 




Phe 


Asp 


Ser 


Pro 


Phe 


Ser 


Leu 


Val 


Asn 


Tyr 


Val 


He 


Lys 


Gin 


Ala 


Lys 






20 










25 










30 






Asn 


Lys 


He 


Ala 


Arg 


Gly 


Asp 


Val 


Arg 


Ser 


Ser 


Asn 


Val 


Ala 


He 


Glu 




35 










40 










45 








Ala 


Leu 
50 


Asn 


Phe 


Leu 


Asp 


Leu 
55 


Tyr 


Gly 


He 


Gin 


Ser 
60 


Glu 


Tyr 


Ala 


Glu 


Arg 


Asp 


Asp 


Arg 


Glu 


Arg 


His 


Leu 


Ser 


Ala 


Thr 


Gly 


Glu 


Arg 


Arg 


Arg 


65 








70 










75 










80 


Glu 


Gin 


Gly 


Phe 


Gly 


Thr 


Ser 


Arg 


Arg 


Lys 


Asp 


Pro 


Ser 


Leu 


Tyr 


Asn 








85 










90 










95 




Trp 


Ser 


Asp 


Val 
100 


Lys 

























(2) INFORMATIONS POUR LA SEQ ID NO: 444: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 73 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (43 6567 437685 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 444: 
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Ala 


Cys 


He 


Leu 


Pro 


Arg 


Gly 


Lys 


Val 


Phe 


Leu 


Gly 


He 


Asp 


Asp 


Ser 


1 








5 










10 










15 




Lys 


Lys 


Leu 


Thr 


Pro 


Lys 


Gin 


Arg 


Arg 


Tyr 


Leu 


Tyr 


Glu 


Leu 


Leu 


Leu 








20 










25 










3 0 






Glu 


Asp 


Pro 


Glu 


Val 


Asp 


Cys 


Gly 


Val 


Gly 


Val 


He 


Ser 


Val 


Glu 


Arg 






3 5 










40 










45 








lie 


Asp 


Glu 


He 


Asn 


He 


Leu 


Glu 


Ala 


Thr 


Lys 


Glu 


Ala 


Met 


Val 


Gin 




50 










55 










60 










Ala 


He 


Ala 


Ser 


Leu 


Arg 


Ser 


Thr 


Pro 


Asp 


Phe 


Leu 


Leu 


Val 


Asp 


Gly 


65 










70 










75 










80 


Leu 


Phe 


Leu 


Pro 


His 


Lys 


He 


Pro 


Ser 


Leu 


Lys 


He 


He 


Lys 


Gly 


Asp 










85 










90 










95 




Ala 


Arg 


Ser 


Val 


Ser 


He 


Ala 


Ala 


Ala 


Ser 


He 


He 


Ala 


Lys 


Glu 


Tyr 








100 










105 










110 






Arg 


Asp 


Glu 


Leu 


Met 


Arg 


Lys 


Leu 


His 


Val 


Glu 


Tyr 


Pro 


Glu 


Tyr 


Gly 






115 










120 










125 








Phe 


Asp 


Lys 


His 


Lys 


Gly 


Tyr 


Gly 


Thr 


Ala 


Ala 


His 


Leu 


Gin 


Ala 


Leu 




130 










135 










140 










Lys 


His 


Phe 


Gly 


Pro 


Cys 


Val 


Tyr 


His 


Arg 


Lys 


Ser 


Phe 


Ser 


Pro 


Val 


145 










150 










155 










160 


Lys 


Glu 


Ser 


He 


Xaa 


Arg 


Gly 


Ser 


Met 


Ser 


Val 


Lys 


Val 


He 


Ser 


Pro 










165 










170 










175 




Phe 


Ser 


Gin 


Asp 


Gly 


Val 


Gin 


Phe 


Phe 


Pro 


Lys 


Leu 


Phe 


He 


He 


Ser 








180 










185 










190 






Ala 


Pro 


Ala 


Gly 


Ala 


Gly 


Lys 


Thr 


Thr 


Leu 


Thr 


His 


Met 


Leu 


Gin 


Arg 






195 










200 










205 








Glu 


Phe 


Pro 


Asp 


Ala 


Phe 


Glu 


Lys 


Thr 


Val 


Ser 


Ser 


Thr 


Thr 


Arg 


Ser 




210 










215 










220 










Ala 


Arg 


Pro 


Gly 


Glu 


Val 


His 


Gly 


Val 


Asp 


Tyr 


Leu 


Phe 


Val 


Ser 


Glu 


225 










230 










235 










240 


Asp 


Asp 


Phe 


Lys 


Gin 


Ser 


Leu 


Asp 


Arg 


Glu 


Asp 


Phe 


Leu 


Glu 


Trp 


Val 










245 










250 










255 




Phe 


Leu 


Phe 


Gly 


Thr 


Tyr 


Tyr 


Gly 


Thr 


Ser 


Lys 


Ala 


Glu 


He 


Ser 


Arg 








260 










265 










270 






Val 


Leu 


Gin 


Lys 


Gly 


Lys 


His 


Cys 


He 


Ala 


Val 


He 


Asp 


Val 


Gin 


Gly 






275 










280 










285 








Ala 


Leu 


Ala 


Leu 


Lys 


Lys 


Gin 


Met 


Pro 


Ala 


Val 


Thr 


He 


Phe 


He 


Gin 




29 0 










2 9 5 










3 00 










Ala 


Pro 


Ser 


Gin 


Glu 


Glu 


Leu 


Glu 


Arg 


Arg 


Leu 


Asn 


Ala 


Arg 


Asp 


Ser 


305 










310 










315 










320 


Glu 


Lys 


Asp 


Phe 


Gin 


Lys 


Lys 


Glu 


Arg 


Leu 


Glu 


His 


Ser 


Ala 


Val 


Glu 










325 










330 










335 




He 


Ala 


Ala 


Ala 


Ser 


Glu 


Phe 


Asp 


Tyr 


Val 


Val 


Val 


Asn 


Asp 


Asp 


Leu 








340 










345 










3 50 






He 


Thr 


Ala 


Tyr 


Gin 


Val 


Leu 


Arg 


Ser 


He 


Phe 


He 


Ala 


Glu 


Glu 


His 






355 










360 










365 








Arg 


Met 


Ser 


His 


Gly 

























370 



(2} INFORMATIONS POUR LA SEQ ID NO: 445: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 123 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



( i i i ) H YPOTHET I QUE : OU i 
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(viii) POSITION DANS LE GENOME: complement ( 437894 438262 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 44 5: 



Asn 


Thr 


Met 


Gly 


Asn 


Leu 


He 


Lys 


Glu 


Leu 


Gin 


Asp 


Glu 


Gin 


Cys 


Arg 


1 








b 










1 U 










J. D 




Thr 


Asp 


Leu 


Ala 


Asp 


Phe 


Cys 


Val 


Gly 


Asp 


Thr 


He 


Arg 


Val 


Ala 


Thr 






20 










25 










30 






Asn 


He 


Ser 
35 


Glu 


Gly 


Gly 


Lys 


Glu 
40 


Arg 


Val 


Gin 


Val 


Phe 
45 


Gin 


Gly 


Thr 


Val 


Met 
50 


Ala 


Arg 


Lys 


Gly 


Gly 
55 


Gly 


Ala 


Gly 


Glu 


Thr 
60 


Val 


Ser 


Leu 


His 


Arg 


Val 


Ala 


Tyr 


Gly 


Glu 


Gly 


Met 


Glu 


Lys 


Ser 


Phe 


Leu 


Leu 


Asn 


Ser 


65 










70 










75 










80 


Pro 


Lys 


lie 


Val 


Ser 
85 


He 


Glu 


Val 


Val 


Lys 
90 


Arg 


Gly 


Lys 


Val 


Ser 
95 


Arg 


Ala 


Arg 


Leu 


Phe 
100 


Tyr 


Leu 


Arg 


Gly 


Lys 
105 


Thr 


Gly 


Lys 


Ala 


Ala 
110 


Lys 


Val 


Lys 


Glu 


Leu 
115 


He 


Gly 


Ser 


Arg 


Ala 
120 


Ala 


Lys 


Lys 













(2) INFORMATIONS POUR LA SEQ ID NO : 44 6: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 281 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii). POSITION DANS LE GENOME: complement ( 43 82 85 43 9 1 27 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 44 6: 



Lys 


His 


Lys 


Lys 


Lys 


Glu 


Val 


Gin 


Gly 


His 


He 


Leu 


He 


Ser 


Ala 


Gly 


1 








5 










10 










15 




Gin 


Leu 


Leu 


Ser 
20 


Ala 


Lys 


Lys 


Ser 


Arg 
25 


Glu 


Leu 


Ala 


Ser 


Cys 
30 


Ser 


His 


Leu 


Val 


Leu 
35 


Leu 


Cys 


Gly 


His 


Tyr 
40 


GlU 


Gly 


He 


Asp 


Glu 
45 


Arg 


Ala 


Leu 


Thr 


Ala 
50 


Glu 


Val 


Asp 


Glu 


Glu 
55 


He 


Ser 


He 


Gly 


Asp 
60 


Tyr 


Val 


Leu 


Thr 


Asn 


Gly 


Cys 


Ala 


Ala 


Ala 


Leu 


Val 


Leu 


Val 


Asp 


Ala 


Leu 


Ala 


Arg 


Phe 


65 






70 










75 










80 


He 


Pro 


Gly 


He 


Leu 


Gly 


Asn 


Gin 


Glu 


Ser 


Ala 


Glu 


Tyr 


Asp 


Ser 


Leu 








85 










90 










95 




Glu 


Asn 


Gly 


Leu 
100 


Leu 


Glu 


Gly 


Pro 


Gin 
105 


Tyr 


Thr 


Arg 


Pro 


Arg 
110 


Val 


Phe 


Glu 


Gly 


Glu 
115 


Ser 


Val 


Pro 


Glu 


Val 
120 


Leu 


Leu 


Cys 


Gly 


Asp 
125 


His 


Gin 


Lys 


He 


Ala 
130 


. Asp 


Trp 


Arg 


Lys 


Gin 
135 


Val 


Ser 


Leu 


Glu 


Arg 
140 


Thr 


Arg 


Glu 


Arg 


Arg 


Pro 


Asp 


Leu 


Tyr 


Leu 


Gin 


Tyr 


Phe 


Tyr 


Gly 


Asn 


Ser 


Ala 


Cys 


Leu 


145 










150 










155 










160 


Ser 


Thr 


Gin 


Glu 


Asp 
165 


Leu 


Pro 


Arg 


He 


Glu 
170 


Val 


Val 


Ser 


Pro 


Lys 
175 


Thr 
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Phe 


Ser 


Val 


Val 
180 


Leu 


Glu 


Val 


Gin 


Asp 
185 


Leu 


Arg 


Lys 


Ala 


Lys 
190 


Lys 


Phe 


Tyr 


Ser 


Arg 


Met 


Phe 


Gly 


Lys 


Glu 


Cys 


Trp 


Asp 


Gly Asp 


Lys 


Leu 


Phe 






195 










200 










205 








Leu 


Leu 
210 


Gly 


Lys 


Thr 


Ser 


Leu 
215 


Tyr 


Leu 


Gin 


Gin 


Thr 
220 


Lys 


Glu 


Thr 


Arg 


Gly 


Pro 


Thr 


Thr 


Val 


Phe 


He 


Glu 


Leu 


Glu 


Thr 


Asp 


His 


Asp 


Phe 


Val 


225 










230 










235 










240 


Arg 


Phe 


Leu 


Lys 


Arg 
245 


Trp 


Glu 


Met 


Leu 


Gly 
250 


Gly 


Glu 


Leu 


Gly 


Glu 
255 


Gin 


Gly 


Thr 


Gly 


Gly 
260 


Phe 


Pro 


Leu 


Arg 


Gin 
265 


Val 


Phe 


Asp 


Leu 


Asp 
270 


Gly 


His 


lie 


Trp 


Val 
275 


Val 


Ser 


Cys 


Val 


Gin 
280 


Lys 

















(2) INFORMATIONS POUR LA SEQ ID NO: 447: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 118 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 43 89 8 6 .. 43 9 3 3 9 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 447: 



Met 


Glu 


He 


Asp 


He 


Leu 


Ser 


Leu 


Phe 


Pro 


Asp 


Tyr 


Phe 


Ala 


Ser 


Pro 


1 








5 










10 










15 




Leu 


Gin 


Ala 


Thr 


He 


Leu 


Gly 


Arg 


Ala 


He 


Lys 


Gin 


Gly 


Ala 


Leu 


Ser 








20 










25 










30 






Val 


Arg 


Ser 


Arg 


Asp 


He 


Arg 


GlU 


Phe 


Gly 


Leu 


Gly 


Lys 


Trp 


Lys 


Gin 






35 










40 










45 








Val 


Asp 


Asp 


Ser 


Pro 


Tyr 


Asn 


Gly 


Glu 


Gly 


Met 


Leu 


Leu 


Met 


Ala 


Glu 




50 










55 










60 










Pro 


Val 


Val 


Gin 


Ala 


He 


Arg 


Ser 


He 


Arg 


Arg 


Lys 


Lys 


Ser 


Lys 


Val 


65 










70 










75 










80 


He 


Tyr 


Leu 


Ser 


Pro 


Gin 


Asp 


Asn 


Phe 


Phe 


Pro 


Gin 


Arg 


Lys 


Val 


Val 










85 










90 










95 




Asn 


Trp 


Arg 


Arg 


Val 


Arg 


He 


Trp 


Tyr 


Cys 


Tyr 


Val 


Asp 


Thr 


Met 


Arg 








100 










105 










110 






Glu 


Leu 


Met 


Lys 


Gly 


Arg 























. 115 



(2) INFORMATIONS POUR LA SEQ ID NO: 448: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 115 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 43 93 58 43 97 02 ) 
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<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 448: 



Ala 


Leu 


Lys 


He 


Arg 


Leu 


Arg 


Gin 


Gin 


Gly 


Arg 


Lys 


Asn 


His 


Val 


Val 


1 








5 










10 










15 




Tyr 


Arg 


Leu 


Val 
20 


Leu 


Ala 


Asp 


Val 


Glu 
25 


Ser 


Pro 


Arg 


Asp 


Gly 
30 


Lys 


Tyr 


He 


Glu 


Leu 
35 


Leu 


Gly 


Trp 


Tyr 


Asp 
40 


Pro 


His 


Ser 


Glu 


Gin 
45 


Asn 


Tyr 


Gin 


Leu 


Lys 
50 


Ser 


Glu 


Arg 


He 


Phe 
55 


Tyr 


Trp 


Leu 


Asn 


Gin 
60 


Gly 


Ala 


Glu 


Leu 


Thr 


Glu 


Lys 


Ala 


Gly 


Ala 


Leu 


Val 


Lys 


Gin 


Gly 


Ala 


Pro 


Gly 


Val 


Tyr 


65 










70 










7 5 










80 


Ala 


Glu 


Leu 


Met 


Ala 
85 


Lys 


Lys 


Val 


Ala 


Arg 
90 


Arg 


Ala 


Val 


Val 


Arg 
95 


Gin 


Lys 


Arg 


Arg 


Ala 
100 


Tyr 


Arg 


Gin 


Arg 


Leu 
105 


Ala 


Ala 


Arg 


Lys 


Ala 
110 


Glu 


Ala 



Ala Ala Lys 
115 



(2) INFORMATIONS POUR LA SEQ ID NO: 449: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 448 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 43 9699 441042 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 449: 



Met 


He 


Ser 


Ser 


Leu 


Ser 


Gin 


Lys 


Leu 


Ser 


Asn 


He 


Phe 


Ser 


Ser 


Leu 


1 








5 . 










10 










15 




Phe 


Thr 


Ala 


Lys 


Arg 


Val 


Thr 


Glu 


Glu 


Gly 


He 


Ser 


Asp 


Ser 


He 


Arg 








20 










25 










30 






Glu 


Val 


Arg 


Leu 


Ala 


Leu 


Leu 


Asp 


Ala 


Asp 


Val 


Asn 


Tyr 


Gin 


Ala 


Val 






35 










40 










45 








Lys 


Asp 


Phe 


He 


Ala 


Lys 


Val 


Lys 


Gin 


Lys 


Val 


Val 


Gly 


Glu 


GlU 


Val 




50 










55 










60 










Trp 


Lys 


His 


Val 


Ser 


Pro 


Gly 


Gin 


Gin 


Phe 


He 


Lys 


Cys 


Leu 


His 


Glu 


65 










70 










75 . 










80 


Glu 


Leu 


Ser 


Ser 


Ser 


Leu 


Ala 


Ser 


Glu 


Gin 


Thr 


Ala 


Val 


Ser 


Leu 


Arg 










85 










90 










95 




Gly 


Cys 


Pro 


Ala 


Val 


He 


Leu 


Leu 


Cys 


Gly 


Leu 


Gin 


Gly 


Ala 


Gly 


Lys 








100 










105 










110 






Thr 


Thr 


Thr 


Cys 


Ala 


Lys 


Leu 


Ala 


Asp 


Tyr 


Phe 


Leu 


Arg 


Glu 


Lys 


Lys 






115 










120 










125 








Ala 


Lys 


Lys 


Val 


Leu 


Val 


Ala 


Ser 


Cys 


Asp 


Leu 


Lys 


Arg 


Phe 


Ser 


Ala 




130 










135 










140 










Val 


Glu 


Gin 


Leu 


Glu 


Gly 


Leu 


Val 


Lys 


Gin 


Thr 


Gly 


Ala 


Asp 


Phe 


Phe 


145 










150 










155 










160 


Arg 


Arg 


Glu 


Gly 


Asn 


Asp 


Pro 


Val 


Asp 


Met 


Ala 


Ala 


Glu 


Ala 


Val 


Gin 










165 










170 










175 




His 


Ala 


Lys 


Ser 


Gin 


Gly 


Tyr 


Asp 


Leu 


Val 


Leu 


Val 


Asp 


Thr 


Ala 


Gly 








180 










185 










190 







1196 



Arg Leu His Val 
195 

Arg Val Thr Ser 
210 

Gly Gin Asp Ala 
225 

Leu Thr Gly Val 

Ala Val Leu Ser 
260 

Gly Cys Gly Glu 
275 

Met Ala Glu Arg 
290 

Lys Met Arg Glu 
305 

Lys Leu Thr Lys 

Leu Ala Phe Arg 
340 

Pro Ser Phe Gly 
355 

Glu Lys Gin Met 
370 

Glu Glu Arg Lys 
385 

lie Ala Ala Gly 

Lys Gin Met Met 
420 

Lys Met Glu Gin 
435 



Asp Asp Ala Leu 
200 

Pro Cys Glu Thr 
215 

Val Val Thr Ala 
230 

Val Val Ser Met 
245 

Val Lys Ser Leu 

Lys lie Lys Asp 
280 

lie Leu Gly Met 
295 

Cys lie Ser Glu 
310 

Ala Thr Phe Thr 
325 

Arg Leu Gly Pro 

Gly Ala Lys Pro 
3 60 

Lys Arg Asn Glu 
375 

Glu Leu Val Glu 
390 

Cys Gly Leu Thr 
405 

Gin Ser Lys Lys 

Met Gly Lys Lys 
440 



Met Asp Glu Leu 

Leu Phe Val Met 
220 

Lys Ala Phe Asp 
235 

Ala Asp Gly Asp 
250 

Leu Asn Lys Pro 
265 

Leu Arg Pro Phe 

Gly Asp Thr lie 
300 

Glu Glu Asn Lys 
315 

Tyr Glu Asp Phe 
330 

Leu Arg Lys lie 
345 

Ser Asp Lys Asp 

Ala lie lie Leu 
380 

Leu Ser Met Ser 
395 

Leu Gly Asp Val 
410 

Phe Phe Lys Gly 
425 

Met Ser Gly Gly 



Val Ala He Ala 
205 

Asn Leu Ala Met 

Glu Arg Leu Gly 
240 

Ala Arg Ala Gly 

255 

He Lys Phe Glu 
270 

Asn Ala Gin Ser 
285 

Ser Leu Val Asp 

Glu Leu Glu Glu 
320 

His Lys Gin He 
335 

Met Asn Met Met 
350 

Leu Glu Glu Ser 
365 

Ser Met Thr Pro 

Arg Met Lys Arg 
400 

Asn Gin Phe Arg 
415 

Met Thr Arg Glu 
430 

Asn Leu Trp Arg 
445 



(2) INFORMATIONS POUR LA SEQ ID NO : 4 50: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 90 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 441042 441911) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 450: 



Met 


Lys 


Lys 


Leu 


Leu 


Arg 


Glu 


Ala 


Ser 


Glu 


Tyr 


Leu 


Leu 


Ser 


Arg 


Gly 


1 








5 










10 










15 




He 


Arg 


Phe 


Pro 


Gin 


Arg 


Glu 


Ala 


Glu 


Asp 


He 


Leu 


Met 


Asp 


Leu 


Leu 








20 










25 










30 






Glu 


He 


Ser 


Ser 


Arg 


Ser 


Ala 


Leu 


His 


Gin 


Ala 


Lys 


Leu 


Ser 


Ser 


Glu 






35 










40 










45 








Glu 


Gin 


Ser 


Leu 


Tyr 


Trp 


Lys 


Arg 


Leu 


Arg 


Lys 


Arg 


Gly 


Asp 


Arg 


Cys 




50 










55 










60 










Pro 


Thr 


Ala 


Tyr 


He 


His 


Gly 


Lys 


Val 


His 


Phe 


Leu 


Gly 


Val 


Glu 


Leu 


65 










70 










75 










80 


Gin 


Val 


Thr 


Pro 


Gin 


Val 


Leu 


He 


Pro 


Arg 


Gin 


Glu 


Thr 


Glu 


He 


Phe 



1197 



85 90 95 



Val 


Glu 


Gin 


He 
100 


He 


Gly 


Tyr 


Leu 


Gin 
105 


Met 


His 


Lys 


Glu 


Lys 
110 


Thr 


Thr 


Phe 


Tyr 


Asp 
115 


Val 


Cys 


Cys 


Gly 


Ser 
120 


Gly 


Cys 


He 


Gly 


Leu 
125 


Ala 


Val 


Arg 


Lys 


His 
130 


Cys 


Pro 


His 


Val 


Arg 
13 5 


Val 


Thr 


Leu 


Ser 


Asp 
140 


He 


Ser 


Pro 


Glu 


Ala 


Leu 


Ala 


He 


Ala 


Glu 


Ser 


Asn 


Ala 


Arg 


Ser 


Asn 


Ala 


Leu 


Ala 


Val 


145 










150 










155 










1 to 

lou 


Asp 


Phe 


Leu 


Leu 


Gly 


Asp 


Leu 


Phe 


Asp 


Pro 


Phe 


Ser 


Phe 


Pro 


Ala 


Asp 








165 










170 










1 / b 




Val 


Leu 


Val 


Cys 
180 


Asn 


Pro 


Pro 


Tyr 


Leu 
185 


Ser 


Tyr 


Lys 


Glu 


Phe 
190 


Phe 


Glu 


Ser 


Asp 


Pro 
195 


Glu 


Val 


Arg 


Cys 


His 
200 


CjIU 


Pro 


Trp 


Lys 


£\Lci 

205 


Leu 


val 




Gly 


Val 
210 


Ser 


Gly 


Leu 


Glu 


Phe 
215 


Tyr 


His 


Arg 


He 


Ala 
220 


Thr 


His 


He 


His 


Lys 


lie 


Leu 


Val 


Ser 


Gly 


Gly 


Val 


Gly 


Trp 


Leu 


Glu 


He 


Gly 


Ser 


Thr 


225 










230 










235 










240 


Gin 


Gly 


Glu 


Asp 


Val 


Lys 


Gin 


He 


Phe 


His 


Ala 


Lys 


Gly 


He 


Arg 


Gly 








245 










250 










255 




Arg 


Val 


Leu 


Lys 
260 


Asp 


Tyr 


Ala 


Gin 


Leu 
265 


Asp 


Arg 


Phe 


Phe 


Phe 
270 


Leu 


Xaa 


Asn 


Gin 


Ala 


Asn 


Asp 


Ala 


Val 


Ser 


Ser 


Gly 


Glu 


Val 


Ser 


Gly 


Phe 


Ser 



275 280 285 



Glu Arg 
290 



(2) INFORMATIONS POUR LA SEQ ID NO : 451: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 23 2 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineal re 

(iii) . HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (441898 442593 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 451: 



Gly 


Xaa 


Cys 


Val 


Arg 


Met 


Tyr 


His 


Leu 


Tyr 


Ala 


Ala 


Ser 


Lys 


Gly 


Trp 


1 








5 










10 










15 




Gin 


Cys 


Glu 


Val 
20 


Leu 


Ser 


Ala 


Ser 


Glu 
25 


Ser 


Asp 


Leu 


Gly 


Gly 
30 


Tyr 


Lys 


Glu 


Tyr 


Val 


Met 


Gly 


He 


Ser 


Gly 


Ala 


Ser 


Val 


Lys 


Arg 


Phe 


Leu 


Gin 




35 










40 










45 








Tyr 


Glu 


Ala 


Gly 


Thr 


His 


Arg 


Val 


Gin 


Arg 


Val 


Pro 


Glu 


Thr 


Glu 


Thr 


50 










55 - 










60 










Gin 


Gly 


Arg 


Val 


His 


Thr 


Ser 


Ala 


Val 


Thr 


Val 


Ala 


Val 


Leu 


Pro 


Glu 


65 








70 










75 










80 


Pro 


Ala 


Glu 


Asp 


Asp 
85 


Glu 


Glu 


Val 


Phe 


He 
90 


Asp 


Glu 


Lys 


Asp 


Leu 
95 


Arg 


He 


Asp 


Thr 


Phe 
100 


Arg 


Ser 


Ser 


Gly 


Ala 
105 


Gly 


Gly 


Gin 


His 


Val 
110 


Asn 


Val 


Thr 


Asp 


Ser 
115 


Ala 


Val 


Arg 


He 


Thr 
120 


His 


He 


Pro 


Ser 


Gly 
125 


Val 


Val 


Val 



1198 



Thr 


Cys 


Gin 


Asp 


Glu 


Arg 


Ser 


Gin 


His 


Lys 


Asn 


Lys 


Ala 


Lys 


Ala 


Met 




130 










13 5 










140 










Arg 


Val 


Leu 


Lys 


Ala 


Arg 


He 


Arg 


Asp 


Ala 


Glu 


Val 


Gin 


Lys 


Arg 


Ala 


145 










150 










155 










160 


Gin 


Glu 


Ala 


Ser 


Ala 


Met 


Arg 


Ser 


Ala 


Gin 


Val 


Gly 


Ser 


Gly 


Asp 


Arg 










165 










170 










175 




Ser 


Glu 


Arg 


He 


Arg 


Thr 


Tyr 


Asn 


Phe 


Pro 


Gin 


Asn 


Arg 


Val 


Thr 


Asp 








180 










185 










190 






His 


Arg 


He 


Gly 


Leu 


Thr 


Leu 


Tyr 


Asn 


Leu 


Asp 


Arg 


Val 


Met 


Glu 


Gly 






195 










200 










205. 








Glu 


Leu 


Asp 


Met 


He 


Thr 


Thr 


Ala 


Leu 


Val 


Thr 


His 


Val 


His 


Arg 


Gin 




210 










215 










220 










Leu 


Phe 


Gly 


His 


Glu 


Glu 


Thr 


Ala 



















225 230 



(2) INFORMATIONS POUR LA SEQ ID NO: 452: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 567 ac ides ■ amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 444 688 4463 88 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 452: 



Leu 


Phe 


Ala 


Lys 


Gin 


Ala 


Gin 


Ala 


He 


Gin 


Lys 


Arg 


Phe 


Pro 


Lys 


Ser 


1 








5 










10 










15 




Lys 


Leu 


Arg 


Ala 


Thr 


Phe 


Asp 


Leu 


He 


Tyr 


Ala 


Leu 


Thr 


Phe 


Ala 


Ala 








20 










25 










30 






He 


Leu 


Ala 


Phe 


Leu 


He 


Arg 


Gin 


Phe 


Trp 


Phe 


Glu 


Leu 


Tyr 


Glu 


Val 






35 










40 










45 








Pro 


Thr 


Gly 


Ser 


Met 


Arg 


Pro 


Thr 


He 


Leu 


Glu 


Gin 


Asp 


Arg 


He 


Leu 




50 










55 










60 










Val 


Ser 


Lys 


Thr 


Thr 


Phe 


Gly 


Leu 


Arg 


Leu 


Pro 


Phe 


Ser 


Asn 


Arg 


Ser 


65 










70 










75 










80 


He 


Gly 


Tyr 


Thr 


Pro 


Glu 


Ala 


He 


Thr 


Arg 


Gly Glu 


Leu 


Val 


Val 


Phe 










85 










90 










95 




Thr 


Val 


Gly 


Asp 


Leu 


Pro 


He 


Pro 


Asn 


Ala 


Asp 


Thr 


Lys 


Tyr 


Phe 


Gly 








100 










105 










110 






He 


He 


Pro 


Gly 


Lys 


Lys 


Arg 


Tyr 


He 


Lys 


Arg 


Cys 


Met 


Gly 


Lys 


Pro 






115 










120 










125 








Gly 


Asp 


Thr 


Val 


Tyr 


Phe 


Tyr 


Gly 


Gly 


Lys 


He 


Tyr 


Gly 


He 


Asp 


Cys 




130 










135 










140 










Asp 


Gly 


Glu 


Pro 


He 


Phe 


Pro 


Gin 


Asn 


Thr 


Glu 


Asn 


Xaa 


Tyr 


His 


Val 


145 










150 










155 










160 


Pro 


Tyr 


He 


Ser 


Phe 


Asp 


Gly 


Thr 


Pro 


Glu 


He 


Leu 


Thr 


His 


Ser 


Glu 










165 










170 










175 




Glu 


Gin 


Thr 


Asp 


Val 


He 


Phe 


Asn 


Gin 


Phe 


His 


Thr 


Pro 


Cys 


Gly 


Lys 








180 










185 










190 






He 


Ser 


Leu 


Pro 


Gin 


Gin 


Ala 


Ser 


Tyr 


Gly 


Gin 


Phe 


Phe 


Tyr 


Lys 


Asn 






195 










200 










205 








Ala 


Trp 


His 


Asn 


Asp 


Thr 


Pro 


Tyr 


Ala 


Leu 


Lys 


Asp 


Pro 


His 


Asn 


Glu 




210 










215 










220 










Pro 


Val 


Ser 


Tyr 


Ala 


Asp 


Leu 


Phe 


Gly 


He 


Lys 


Asn 


Phe 


Ala 


Met 


Val 



1199 



225 230 235 240 

Arg lie Leu Thr Lys Lys Gin Ala Ala Leu Thr His Val Leu Pro Ser 

245 250 255 

Pro Leu Ser Asp Thr Tyr Leu Glu lie Ala His Thr Pro Asn Val Ser 

260 265 270 

Tyr Xaa His Pro His Leu Arg Pro Phe Glu Thr Gin Arg lie Pro Thr 

275 280 285 

lie Glu Pro Met Lys Thr Leu Leu Pro Leu Arg Lys Glu His lie His 

290 295 300 

Leu lie Arg Asn Asn Leu Thr Thr Ser Arg Phe Thr Val Val Asp Gly 
305 310 315 320 

Tyr Ala Tyr Lys Tyr Gin Pro Ala Pro Met Asn Thr Ser Gly Met Val 

325 330 335 

Arg Met Phe Ala Leu Pro Met Pro Asn lie Pro Asp Gly Cys Tyr Glu 

340 345 350 

Phe Ser Lys Gly Asp Val Phe Lys lie Asn Met Gly Gly Phe Arg Thr 

355 360 365 

Lys Leu Lys Gin Pro His Pro Leu Thr Gin Leu Ser Asn Ser Gin Val 

370 375 380 

lie Asp Leu Phe Asn Cys Gly lie Ser Phe His Thr lie Tyr lie Pro 
385 390 395 400 

Lys Asn Pro Gin Tyr Ala Pro Phe Pro Asn Arg Tyr Ala Phe Phe Asn 

405 410 415 

Gin Gly Asn Leu Phe Val Met Asp Ser Pro Val Phe lie Asp Ser Asp 

420 425 430 

Pro Ala Leu Gin Lys Phe lie Val Ser Glu Glu Glu Lys Glu Leu Gin 

435 440 445 

Ser Ser Glu Asp Lys Pro Tyr lie Ala Phe lie Asp Arg Gly Pro Pro 

450 455 460 

Pro Glu Ser Thr Glu Glu Phe Val Ser Phe lie Thr Asn Phe Gly Leu 
465 470 475 480 

Lys lie Pro Glu Gly His Val Leu Val Leu Gly Asp Asn Cys Pro Met 

485 490 495 

Ser Ala Asp Ser Arg Asp Phe Gly Phe Val Pro Val Glu Asn Leu Leu 

500 - 505 510 

Gly Ser Pro Val Gly lie Phe Trp Pro lie Asn Arg Leu Gly Leu Leu 

515 520 525 

Ser Ser Asn lie Thr Pro Leu Ser Leu Pro Gly Tyr Leu Val Asn Gly 

530 535 540 

Leu Ala Leu Gly Ala Phe Leu Tyr Cys lie Gly Leu Trp Tyr Tyr Arg 
545 550 555 560 

Lys Asn His Arg Leu Phe Pro 
565 



(2) INFORMATIONS POUR LA SEQ ID NO: 453: 



(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 53 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 44 6452 . 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 453: 



.448068) 



1200 



Lys Lea Thr Arg 
1 

lie Val Gly Leu 
20 

Leu Leu Lys Glu 
35 

He Ala Glu Gly 
50 

Val He Ala Ala 
65 

Val Asn Gly He 

Leu Asn Asn Tyr 
100 

Asp Ala Leu Arg 
115 

Asp Leu Arg Phe 
130 

Leu Leu Pro Leu 
145 

Leu Tyr Gly Phe 

He Asp Arg Trp 
180 

Arg Glu Ser Met 
195 

Val Asp Phe He 
210 

Arg Arg Phe Trp 
225 

Ser Thr Leu Tyr 

Phe He Pro Phe 
260 

Thr Asp Pro Glu 
275 

Glu Lys He Leu 
290 

He Val Ala Leu 
305 

Arg Gin Pro Leu 

Glu Ala Leu Ser 
340 

Lys Asp Val His 
355 

He Lys Pro Asn 
370 

Pro Glu He Gin 
385 

Ala Phe Met His 

He Ser Leu Asp 
420 

Gly Phe Val Ala 
435 

Gin Leu Thr Glu 
450 

Asn Lys He Asn 



Thr Gly Asn Leu 
5 

He Leu Glu Leu 

Gin Lys Lys Arg 
40 

Leu Asp Gin Thr 
55 

Ala Leu Phe Asp 
70 

He Leu Ala Glu 
85 

Pro Ser Pro Lys 

Leu Tyr Leu Leu 
120 

Ser Asp Lys Gly 
135 

Ser Asn Ala Leu 
150 

Asp Pro Lys Glu 
165 

He Leu Ser Ser 

Ser Gin Tyr Asp 
200 

Glu Asp Leu Thr 
215 

Asp Ala Glu Asp 
230 

Glu Val Leu Val 
245 

He Ser Glu Asp 

Ser Val His Leu 
280 

Pro Asn Leu Glu 
295 

Gly His Ser Leu 
310 

Gin Asn Val Tyr 
325 

Gin Val Gly Ser 

Phe Cys Ser Glu 
360 

Phe Arg Thr Leu 
375 

Arg Ala Leu Ala 
390 

Lys Gly Gin Met 
405 

Lys Glu Asp He 

Arg Ser Ser Ala 
440 

Pro Leu He Met 
455 

Thr Met Arg Arg 



Ser Glu Glu Ser 
10 

Cys His Met Leu 
25 

Arg Leu Cys Phe 

Arg Gly Trp Phe 
60 

Gin Pro Ala Phe 
75 

Asp Gly Asn Lys 
90 

Met He Met Asp 
105 

Asn Ser Val Val 

Val Glu Ser Val 
140 

Ala Phe Tyr Asn 
155 

Thr Asp Asn He 
170 

Leu Tyr Ser Leu 
185 

Leu His Ala Ala 

Asn Trp Tyr He 
220 

Ser Thr Asp Arg 
235 

Val Phe Ser Lys 
250 

Met Tyr Gin Gin 
265 

Cys Asp Phe Pro 

Arg Lys Met Gin 
300 

Arg Lys Glu His 
315 

He Val Gly Ser 
330 

Leu He Gly Glu 
345 

Thr Pro Glu Tyr 

Gly Lys Lys Val 
380 

Gly Leu Pro Gin 
395 

Val Val Ser Leu 
410 

Thr Val Ser Trp 
425 

Ser Phe Val Ala 

Glu Gly He Ala 
460 

Asn Gly Lys Leu 



Leu Met Phe Ser 
15 

Arg He He Thr 
30 

Pro Ala Asp Phe 
45 

Tyr Thr Leu Thr 

Lys Asn Val He 
80 

Met Ser Lys Arg 
95 

Ala Tyr Gly Ala 
110 

Val Lys Ala Glu 
125 

Leu Lys Gin Val 

Thr Tyr Ala Glu 
160 

Glu Leu Ala Glu 
175 

Leu Gly Lys Thr 
190 

Val Asn Pro Phe 
205 

Arg Arg Ser Arg 

Arg Ala Ala Phe 
240 

Val He Ala Pro 
255 

Leu Arg Gly Glu 
270 

His Val Val Leu 
285 

Asp He Arg Glu 

Lys Leu Lys Val 
320 

Gin Glu Arg Met 
335 

Glu Leu Asn Val 
350 

Val Thr Thr Leu 
365 

Gly Asn Arg Leu 

Glu Gin He Gin 
400 

Gly Glu Glu Thr 
415 

Ala Ser Ala Glu 
430 

Val Leu Asp Cys 
445 

Arg Glu Leu Val 
His Val Ser Asp 



1201 



465 470 
Arg lie Ala lie Arg Leu His Ala 
485 

Ala Leu His Lys Glu Tyr lie Cys 
500 

Ser Val lie Asp Tyr Lys Glu Gly 
515 520 
Ala Val Ser Phe Val Leu Glu Arg 
530 535 



475 480 
Pro Val lie Val Gin Glu Ala Phe 

490 495 
Glu Glu Thr Leu Thr Thr Ser Val 
505 510 
Glu Glu Trp Asp lie Asn Gly His 
525 

Val Glu Arg 



(2) INFORMATIONS POUR LA SEQ ID NO: 454: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 543 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (447932 .. 449560 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 4 54: 



Met Asp Asn Glu 
1 

Leu Ser Phe Trp 
20 

Arg Glu Gly Cys 
35 

Thr Gly Leu Pro 
50 

Val Val Cys Arg 
65 

Phe Gly Trp Asp 

Ser Leu Gly Leu 
100 

Asn Phe Asn Glu 

. 115 
Trp Lys Tyr Phe 
130 

Thr Trp Arg Thr 
145 

Phe Arg Ser Leu 

Val Pro Phe Ser 
180 

Gly Gin Asn Tyr 
195 

Ala Leu Gin Asp 
210 

Trp Thr Leu Val 
225 

Tyr Val Arg lie 

Gin Glu Ser Leu 
260 



Asp Lys lie Ser 
5 

Lys Glu Gin Asp 

Pro Thr Phe Ser 
40 

His Tyr Gly His 
55 

Tyr Ala Ser Met 
70 

Cys His Gly Val 
85 

Thr Glu Pro Gly 

Glu Cys Arg Lys 
120 

Val Asp Arg lie 
135 

Met Asp Leu Ser 
150 

Tyr Asp Gin Gly 
165 

Thr Lys Leu Gly 

Lys Glu Val Asp 
200 

Asn Gin Gly Phe 
215 

Ser Asn Met Ala 
230 

Lys Asp Lys Glu 
245 

Pro Arg Trp Phe 



lie Ser Ala Lys 
10 

lie Phe Gin Lys 
25 

Phe Tyr Asp Gly 

Leu Leu Ala Gly 
60 

Asp Gly His Tyr 
75 

Pro Val Glu Tyr 
90 

Ala lie Glu Arg 
105 

lie Val Phe Arg 

Gly Arg Trp Val 
140 

Phe Met Glu Ser 
155 

Leu Val Tyr Glu 
170 

Thr Pro Leu Ser 
185 

Asp Pro Ser Val 

Leu Leu Ala Trp 
220 

Leu Ala Val His 
235 

Ser Gly Asp Glu 
250 

Pro Asp Arg Glu 
265 



Glu Glu Lys lie 
15 

Thr Leu Asp Asn 
30 

Pro Pro Phe Ala 
45 

Thr lie Lys Asp 

Val Pro Arg Arg 
80 

Glu Val Glu Lys 
95 

Phe Gly Val Ala 
110 

Tyr Ala Asp Glu 
125 

Asp Phe Ser Ala 

Val Trp Trp Val 
160 

Gly Thr Lys Val 
175 

Asn Phe Glu Ala 
190 

Val Val Lys Phe 
205 

Thr Thr Thr Pro 

Pro Glu Leu Thr 
240 

Tyr lie Leu Gly 
255 

Ser Tyr Glu Trp 
270 



1202 



lie 


Gly 


Gin 


Leu 


Ser 


Gly 


Lys 


Ser 


Leu 


Val 


Gly 


Gin 


Ser 


Tyr 


Glu 


Pro 






2 / b 










280 










285 








Leu 


Phe 


Pro 


Tyr 


Phe 


Gin 


Asp 


Lys 


Lys 


Glu 


Leu 


Gly 


Ala 


Phe 


Arg 


He 




2 9 0 










2 9 5 










3 00 










Leu 


Pro 


Ala 


Asp 


Phe 


He 


Glu 


Glu 


Ser 


Glu 


Gly 


Thr 


Gly 


He 


Val 


His 


3 0b 










310 










315 










320 


Met 


Ala 


Pro 


Ala 


Phe 


Gly 


Glu 


Ala 


Asp 


Phe 


Phe 


Ala 


Cys 


Gin 


Glu 


His 










3zb 










3 3 0 










33 5 




Asn 


Val 


Pro 


Leu 


Val 


Cys 


Pro 


Val 


Asp 


Asn 


Gin 


Gly 


Cys 


Tyr 


Thr 


Ala 








3 4 0 










34 5 










350 






Glu 


Val 


Lys 


Asp 


Phe 


Val 


Gly 


Glu 


Tyr 


He 


Lys 


Ser 


Ala 


Asp 


Lys 


Gly 






•JCC 

J J J 










"3 a a 
J b (J 










3 65 








lie 


Ala 


Arg 


Arg 


Leu 


Lys 


Asn 


Glu 


Asn 


Lys 


Leu 


Phe 


Tyr 


Gin 


Gly 


Thr 




~3 i a 
3 / U 










3 / b 










380 










Val 


Arg 


His 


Arg 


Tyr 


Pro 


Phe 


Cys 


Trp 


Arg 


Thr 


Asp 


Ser 


Pro 


Leu 


He 


"2 O C 

Job 










Ton 










395 










400 


Tyr 


Lys 


Ala 


Val 


Asn 


Ser 


Trp 


Phe 


Val 


Ala 


Val 


Glu 


Lys 


Val 


Lys 


Ser 










a n c 
4 U b 










A 1 A 
4 1 U 










415 




Lys 


Met 


Leu 


Lys 


Ala 


Asn 


Glu 


Ser 


He 


His 


Trp 


Thr 


Pro 


Gly 


His 


He 








42 0 










42 5 










43 0 






Lys 


Gin 


Gly 


Arg 


Phe 


Gly 


Lys 


Trp 


Leu 


Glu 


Gly Ala 


Arg 


Asp 


Trp 


Ala 






43 5 










440 










445 








lie 


Ser 


Arg 


Asn 


Arg 


Tyr 


Trp 


Gly 


Thr 


Pro 


He 


Pro 


He 


Trp 


Arg 


Ser 




450 










455 










460 










Asp 


Asp 


Gly 


Glu 


Leu 


Leu 


Val 


He 


Gly 


Ser 


He 


Gin 


Glu 


Leu 


Glu 


Ala 


465 










470 










475 










480 


Leu 


Ser 


Gly 


Gin 


Lys 


He 


Val 


Asp 


Leu 


His 


Arg 


His 


Phe 


He 


Asp 


Glu 










485 










490 










495 




He 


Glu 


He 


Asn 


Gin 


Asn 


Gly 


Lys 


Ser 


Phe 


Arg 


Arg 


He 


Pro 


Tyr 


Val 








500 










505 










510 






Phe 


Asp 


Cys 


Trp 


Phe 


Asp 


Ser 


Gly 


Ala 


Met 


Pro 


Tyr 


Ala 


Gin 


Asn 


His 






515 










520 










525 








Tyr 


Pro 


Phe 


Glu 


Arg 


Ala 


Glu 


Glu 


Thr 


Glu 


Ala 


Leu 


Leu 


Pro 


Ser 






530 










535 










540 











(2) INFORMATIONS POUR LA SEQ ID NO : 4 55: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 177 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui _ 



(viii) POSITION DANS LE GENOME: 450546 451076 
<xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 45 5: 

Lys Leu Tyr Leu Phe Lys Gly Val Phe Phe Val Tyr Val Phe Ser Asn 

15 10 15 

Thr Phe Phe Phe Met Gin His Ala His Asn Ala Asp Ser Phe Pro Ala 

20 25 30 

Trp Asp Cys Leu Gin His Asn Tyr Leu Arg Arg Asn Ala Leu Thr Ser 

35 40 45 

Phe Cys Ser Tyr Val Pro He Leu Ser Thr Val Val Gly He Arg Thr 

50 55 60 

Leu Tyr Asn Met Arg Lys Leu His Gin Ala Phe Val Arg Arg Thr Gly 
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65 70 75 80 

Gly Phe Leu Cys Gin Asn Asp Pro Asn lie Pro Cys Asn Lys Phe Pro 

85 90 95 

Cys Ser lie lie Arg Lys Glu Trp Pro Gin Val His Thr Lys Ala Met 

100 105 110 

Gin Glu Val Phe Gly lie Lys Ala Leu Val Cys Leu Gly Ser Leu lie 

115 120 125 

Leu Lys lie Phe Arg Ala Val Lys Ala Phe Phe His Arg Thr Phe Ser 

130 135 140 

Pro Ser Leu Leu Pro Glu Gin Asp Ala Ser lie Gin Leu Pro Asp Ser 
145 150 155 160 

Pro Gin Ser Gly lie Pro Glu Glu Thr Leu Ser Glu Thr Pro Arg Ser 
165 170 175 

Ser 



(2) INFORMATIONS POUR LA SEQ ID NO: 456: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 160 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (451144 . .451623 ) 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 456: 



Lys 


Asn 


Lys 


Arg 


Leu 


Gin 


Arg 


Phe 


Leu 


Phe 


Leu 


Leu 


Pro 


Ala 


Val 


Val 


1 








5 










10 










15 




Thr 


GlU 


Leu 


Ala 


Gin 


Asp 


Leu 


Ser 


Ser 


Val 


Lys 


Gly 


Ser 


Leu 


Leu 


Ser 








20 










25 










30 






His 


Tyr 


He 


Arg 


Lys 


Lys 


Gly 


Phe 


Val 


Lys 


Ala 


Ser 


Pro 


Val 


He 


Glu 






35 










40 










45 








Gly 


Arg 


Glu 


Ser 


Phe 


Glu 


Arg 


Ser 


Leu 


Phe 


Ala 


Val 


Trp 


Val 


Ser 


Leu 




50 










55 










60 










Gin 


Pro 


Glu 


Glu 


He 


Arg 


His 


Gin 


Leu 


Thr 


Met 


Glu 


Ser 


Phe 


Tyr 


Arg 


65 










70 










75 










80 


Asp 


GlU 


Gin 


Lys 


Lys 


Lys 


Arg 


Val 


Leu 


Thr 


Gly 


Glu 


Leu 


Glu 


Val 


Tyr 










85 










90 










95 




Pro 


His 


He 


Val 


Lys 


Asn 


Asn 


Pro 


Gly 


Asp 


Tyr 


Leu 


Leu 


Lys 


Asn 


Gly 








100 










105 










110 






GlU 


Asp 


Val 


Val 


Ala 


Phe 


Val 


Tyr 


Ala 


Thr 


Ser 


He 


Asp 


Leu 


Ser 


Lys 






115 










120 










125 








Trp 


Leu 


Gly 


Lys 


Pro 


Val 


Val 


Leu 


Glu 


Cys 


Val 


Ser 


Arg 


Pro 


Asn 


Asn 




130 










135 










140 










His 


Phe 


Ala 


Phe 


Pro 


Ala 


Tyr 


He 


Val 


Leu 


Ser 


Val 


Lys 


Glu 


Gly 


Ala 


145 










150 










155 










160 



(2) INFORMATIONS POUR LA SEQ ID NO : 4 57: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 59 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 4 51 517 4 52 593 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 4 57: 



Lys 


lie 


Glu 


Gin 


Ser 


Arg 


Leu 


Thr 


Phe 


Ser 


Phe 


Lys 


Ser 


He 


He 


He 


1 








5 










10 










15 




Pro 


Ser 


Leu 


Glu 


Asp 


Glu 


Ser 


Ser 


Arg 


Ala 


Val 


Asn 


Ala 


Ser 


Leu 


Glu 








20 










25 










30 






Ala 


Gin 


He 


Leu 


Ala 


Asn 


Cys 


Arg 


Ser 


Phe 


Cys 


Val 


Arg 


Thr 


Leu 


Ser 






3 5 










40 










45 








lie 


Ser 


Met 


Leu 


He 


Phe 


Ala 


Leu 


Ser 


Cys 


Gly 


Ala 


Asp 


Ala 


Cys 


Leu 




50 










55 










60 










Cys 


Ala 


Ala 


Asp 


Leu 


Ser 


Lys 


Ala 


Lys 


Val 


Glu 


Ala 


Ser 


Val 


Gly Asp 


65 










70 










75 










80 


Arg 


Ala 


Ala 


Phe 


Ser 


Pro 


Phe 


Thr 


Gly 


Glu 


He 


Lys 


Gly 


Asn 


Arg 


Val 










85 










90 










95 




Arg 


Leu 


Arg 


Leu 


Ala 


Pro 


His 


Thr 


Asp 


Ser 


Phe 


He 


He 


Lys 


Glu 


Leu 








100 










105 










110 






Ser 


Lys 


Gly 


Asp 


Cys 


Leu 


Ala 


Val 


Leu 


Gly Glu 


Ser 


Lys 


Asp 


Tyr 


Tyr 






115 










120 










125 








Val 


Val 


Ala 


Ala 


Pro 


Glu 


Gly 


Val 


Arg 


Gly 


Tyr 


Val 


Phe 


Arg 


Thr 


Phe 




130 










135 










140 










Val 


Leu 


Asp 


Asn 


Val 


He 


Glu 


Gly 


Glu 


Lys 


Val 


Asn 


Val 


Arg 


Leu 


Glu 


145 










150 










155 










160 


Pro 


Ser 


Thr 


Ser 


Ala 


Pro 


He 


Leu 


Ala 


Arg 


Leu 


Ser 


Lys 


Gly 


Thr 


Val 










165 










170 










175 




Val 


Lys 


Thr 


Leu 


Gly 


Ala 


Ala 


Gin 


Gly 


Lys 


Trp 


He 


Glu 


He 


Ala 


Leu 








180 










185 










190 






Pro 


Lys 


Gin 


Cys 


Val 


Phe 


Tyr 


Val 


Ala 


Lys 


Asn 


Phe 


Val 


Lys 


Asn 


Val 






195 










200 










205 








Gly 


Ala 


Leu 


Asp 


Leu 


Tyr 


Asn 


Gin 


Lys 


Glu 


Gly 


Gin 


Lys 


Lys 


Leu 


Ala 




210 










215 










220 










Leu 


Asp 


Leu 


Leu 


Ser 


Ser 


Ala 


Met 


Asp 


Phe 


Ala 


Asp 


Ala 


Glu 


Leu 


Gin 


225 










230 










235 










240 


Lys 


Lys 


He 


Glu 


Asp 


He 


Asp 


Leu 


Asp 


Ala 


He 


Tyr 


Lys 


Lys 


Met 


Asn 










245 










250 










255 




Leu 


Ala 


Gin 


Ser 


Glu 


Glu 


Phe 


Lys 


Asp 


Val 


Pro 


Gly 


Leu 


Gin 


Ser 


Leu 








260 










265 










270 






Val 


Gin 


Lys 


Ala 


Leu 


Glu 


Arg 


Phe 


Gin 


Glu 


Ala 


Phe 


Leu 


Ala 


Lys 


Ser 






275 










280 










285 








Leu 


Glu 


Lys 


Ser 


Ala 


Val 


Lys 


Val 


Pro 


Gly 


He 


Gin 


His 


Lys 


Val 


Leu 




290 










295 










300 










Glu 


Xaa 


He 


Ala 


Val 


Val 


Ser 


Pro 


Ala 


Val 


Glu 


Glu 


Thr 


Pro 


Val 


Val 


305 










310 










315 










320 


Thr 


Lys 


He 


Glu 


Glu 


Gin 


Lys 


Val 


Thr 


Thr 


Val 


Pro 


Val 


Pro 


Ala 


Pro 










325 










330 










335 




Ser 


Cys 


Cys 


Tyr 


Arg 


Ala 


Gly 


Ser 


Arg 


Phe 


Lys 


Leu 


Cys 


Gin 


Arg 


Phe 








340 










345 










350 






Phe 


He 


He 


Ala 


Leu 


Tyr 


Pro 





















355 



(2) INFORMATIONS POUR LA SEQ ID NO: 458: 
(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 
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(A) LONGUEUR: 188 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 452 632 453 195 ) 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 458: 



Gly 


Gin 


Ala 


He 


Val 


Asp 


Glu 


Val 


Phe 


Gin 


Glu 


His 


Leu 


Leu 


Tyr 


Leu 


1 








5 










1 0 










1 c 

lb 




Glu 


Ser 


Thr 


Ala 


Pro 




Lys 


Asn 




Pin 




riin 


j-j_y o 


lit: 


Car 
OCl 


C £S -f- 








20 










25 










30 






Leu 


Leu 


Gly 


Ala 


He 


Gin 


Gin 


Met 


Ala 


Asn 


Gly 


Cys 


Glu 


Val 


Gin 


Val 






35 










40 










45 








Phe 


Ser 


Gin 


Lys 


Gly 


Leu 


Val 


Ser 


Met 


Leu 


Leu 


Gly 


Gly 


Ala 


Gly 


Ser 




50 










55 










60 










He 


Asn 


Met 


Leu 


Leu 


Gin 


His 


Ser 


Pro 


Glu 


His 


Lys 


Asp 


His 


Pro 


Asp 


65 










70 










75 










80 


Leu 


Pro 


Thr 


Asp 


Leu 


Leu 


Glu 


Arg 


He 


Ala 


Gin 


Met 


Met 


Arg 


Ser 


Leu 










85 










90 










95 




Ser 


He 


Gly 


Pro 


Thr 


Ser 


He 


Leu 


Ala 


Lys 


Pro 


Glu 


Pro 


His 


Cys 


Asn 








100 










105 










110 






Cys 


Leu 


His 


Cys 


Gin 


He 


Gly 


Arg 


Ala 


Thr 


Val 


Glu 


Glu 


Glu 


Asp 


Ala 




115 










120 










125 








Gly 


Val 


Ser 


Asp 


Glu 


Asp 


Leu 


Thr 


Xaa 


Arg 


Ser 


Trp 


Asp 


He 


Ser 


Gin 




130 










135 










140 










Ser 


Gly 


Glu 


Lys 


Met 


Tyr 


Xaa 


Val 


Thr 


Asp 


Pro 


Leu 


Asn 


Pro 


Glu 


Glu 


145 










150 










155 










160 


Gin 


Phe 


Asn 


Val 


Tyr 


Leu 


Xaa 


Thr 


Pro 


He 


Gly 


Cys 


Thr 


Cys 


Gly 


Gin 










165 










170 










175 




Pro 


Tyr 


Cys 


Glu 


His 


Val 


Lys 


Ala 


Val 


Leu 


Tyr 


Thr 











180 185 



(2) INFORMATIONS POUR LA SEQ ID NO: 459: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 434 acides amines 

<B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 453 567 454868 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 459: 

Met Lys Lys Thr Ser Val He Asp Thr Ser Val Leu He Tyr Asp Pro 

15 10 15 

Lys Ala Leu Ser Ser Phe Ser Asn Thr Arg He He He Pro Phe Thr 

20 25 30 

Val He Glu Glu Leu Glu Ser Cys Ala Lys Phe Arg Asp Glu Ser Gly 

35 40 45 

Lys Asn Ala Ser Arg Ala Leu Ser Asn lie' Arg Leu Leu Leu Glu Gin 
50 55 60 
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Ser 


Glu 


Arg 


Pro 


Ser 


Ser 


Gly 


Gin 


He 


Leu 


Leu 


Lys 


Asn 


Gly 


Ser 


Glu 


a c 
b b 










■"7 r\ 










I b 










80 


Leu 


Cys 


I le 


Glu 


t 7— . T 

Vai 


Ser 


Pro 


Leu 


T 7— T 

Vai 


Asn 


Leu 


Ser 


Asn 


His 


Glu 


Lys 










o c 
o b 










y u 










9 5 




Gin 


Lys 


Lys 


His 


Leu 


Thr 


Leu 


Glu 


Leu 


Leu 


Gin 


He 


He 


Ser 


Gin 


Arg 








1UU 










i n c 
1 U b 










110 






Glu 


Pro 


vai 


vai 


Pne 


vai 


Thr 


Lys 


Ser 


Leu 


Gly 


Arg 


Arg 


Vai 


His 


Ala 






lib 










1 on 

1 A V 










IOC 

A.Z b 








GlU 


Ala 


Leu 


Gly 


He 


Glu 


Ala 


Lys 


Asp 


Tyr 


Glu 


Asn 


Lys 


Cys 


Vai 


Ser 




13 0 










1 "3 C 

1 J b 










140 










Pne 


Arg 


Ser 


Leu 


Tyr 


Arg 


Gly 


His 


Arg 


Lys 


Leu 


Lys 


Vai 


Ala 


Asn 


Ser 


14 b 










i c n 
1 b U 










ICC 

1 b b 










1 D U 


Thr 


lie 


Glu 


Tyr 


Phe 


Tyr 


Lys 


Asp 


Gly 


Ser 


lie 


Ala 


Phe 


Pro 


Ser 


Asp 










lob 










1 / U 










1 / b 




Leu 


Ser 


Pro 


Leu 


Pro 


Ser 


Pro 


Asn 


Glu 


Tyr 


Phe 


Pne 


Leu 


Ser 


Gly 


Asp 








1 o o 
loU 










1 Q C 

lob 










i y u 






Ser 


Asp 


Asn 


Tyr 


Ser 


Ala 


Vai 


Gly 


Arg 


Tyr 


Ser 


Ser 


Lys 


Asp 


Asn 


Lys 






IOC 

i y b 










zUU 










one 








He 


Leu 


Ser 


Leu 


Lys 


Pro 


Ala 


Pro 


bill 


Lys 


lie 


Trp 


Gly 


1 7~. 1 

vai 


Lys 


Pro 




zlU 










Z 1 b 










o o r\ 
ZZU 










Leu 


Asn 


I le 


Glu 


Gin 


Arg 


Cys 


Ala 


Leu 


Asp 


Leu 


Leu 


Leu 


Arg 


Asp 


Asp 


one 




















z J b 










o a r\ 
z4u 


lie 


Lys 


Leu 


Vai 


Thr 


Leu 


Met 


Gly 


Gin 


Ala 


Gly 


Ser 


Gly 


Lys 


Thr 


lie 










24 5 










250 










255 




Leu 


Ala 


Leu 


Ala 


Ala 


Ala 


Met 


Tyr 


Gin 


Vai 


Phe 


Glu 


Lys 


Pro 


Lys 


Tyr 


















O C C 

Z b b 










*■> *~7 n 
Z 1 U 






Asn 


Lys 


Leu 


Leu 


Vai 


Ser 


Arg 


Pro 


Tin 

I le 


lie 


Pro 


Met 


Gly 


Lys 


Asp 


He 






275 










280 










285 








Gly 


Phe 


Leu 


Pro 


Gly 


lie 


Lys 


Glu 


Ala 


Lys 


Leu 


Met 


His 


Trp 


Met 


Gin 




2 9 0 










z y b 










~) r\ f\ 










Pro 


lie 


Tyr 


Asp 


Asn 


Met 


Glu 


Phe 


Leu 


Phe 


Asp 


Vai 


Asn 


Asn 


Met 


Gly 


3 05 










310 










315 










3 2 0 


Asp 


Phe 


Ser 


Glu 


Thr 


Leu 


His 


Ser 


Leu 


Met 


Glu 


Thr 


Lys 


Lys 


Leu 


Glu 










~i n c 
3Z b 










*3 "3 f\ 

.3 3 0 










1 t r 

3 3b 




Met 


Glu 


Ala 


Leu 


Thr 


Tyr 


He 


Arg 


Gly 


Arg 


Ser 


Leu 


Pro 


Lys 


Vai 


Phe 








340 










345 










3 50 






Met 


lie 


lie 


Asp 


Glu 


Ala 


Gin 


Asn 


Leu 


Thr 


Pro 


His 


Glu 


He 


Lys 


Thr 






355 










360 










365 








lie 


He 


Ser 


Arg 


Ala 


Gly 


Lys 


Gly 


Thr 


Lys 


He 


Vai 


Leu 


Thr 


Gly 


Asp 




370 










375 










380 










Pro 


Thr 


Gin 


He 


Asp 


Ser 


Leu 


Tyr 


Phe 


Asp 


Glu 


Asn 


Ser 


Asn 


Gly 


Leu 


385 










390 










395 










400 


Thr 


Tyr 


Leu 


Vai 


Gly 


Lys 


Phe 


His 


His 


Leu 


Pro 


Leu 


Tyr 


Gly 


His 


Met 










405 










410 










415 




Phe 


Met 


Thr 


Arg 


Thr 


Glu 


Arg 


Ser 


Glu 


Leu 


Ala 


Ala 


Ala 


Ala 


Ala 


Thr 








420 










425 










430 







He Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 460: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 153 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 
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(viii) POSITION DANS LE GENOME: complement ( 454 97 2 . . 4 5543 0 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 460: 



lie 


Phe 


Leu 


Tyr 


Val 


Leu 


Ser 


Ser 


Tyr 


Leu 


va J. 


Leu 


Tyr 


Leu 


Ser 


Leu 


1 








5 








■ 


i n 
l u 










J. J 




Leu 


lie 


Ala 


Thr 


I le 


Leu 


kjj ±y 




Pro 


vjin 


1I1XT 


Leu 




V d -L 


Cys 


Cys 








o o 
ZU 










9 ^ 

jL _> 










3 0 






Arg 


lie 


pin 

olU 




Ala 


Pro 


Glv 


Met 


Pro 


Ala 


Tvr 


Pro 


Leu 


He 


He 


Leu 




35 










40 










45 








Leu 


Ser 


Val 


Val 


Thr 


Leu 


Ser 


Cys 


Cys 


Tyr 


Ala 


Glu 


Lys 


Arg 


Ala 


Val 




50 










55 










60 










Ser 


He 


Gly 


Lys 


Tyr 


Gly 


Lys 


Ala 


Phe 


Val 


Leu 


Ser 


Cys 


He 


Asn 


Leu 


65 










70 










75 










80 


Leu 


Ser 


Pro 


He 


Leu 


Ala 


Tyr 


Asn 


He 


Leu 


Leu 


Phe 


Pro 


Asn 


Leu 


Leu 










8 5 










90 










95 




Val 


Ser 


Thr 


Val 


Asp 


Asn 


Arg 


Tyr 


Thr 


Met 


Thr 


Val 


Phe 


Asn 


Ala 


Ala 








100 










105 










110 






Ala 


Glu 


Thr 


Arg 


Thr 


Leu 


Gin 


His 


Leu 


Val 


Thr 


He 


Val 


Leu 


He 


Gly 






115 










120 










125 








Leu 


Pro 


Phe 


Val 


Val 


Ala 


Tyr 


Ala 


He 


Tyr 


He 


Tyr 


Arg 


Val 


Phe 


Arg 




130 










135 










140 










Gly 


Lys 


Thr 


Asp 


Phe 


Pro 


Ser 


He 


Tyr 

















145 150 



(2) INFORMATIONS POUR LA SEQ ID NO: 461: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 222 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

<iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 4 553 67 45 603 2 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 461: 



Met 


Glu 


Phe 


Ser 


Leu 


Ala 


Thr 


He 


Leu 


Pro 


Val 


Val 


Trp 


Tyr 


Val 


He 


1 








5 










10 










15 




Leu 


Cys 


He 


Ala 


Val 


Phe 


Ala 


Tyr 


Ser 


Leu 


Gly Asp 


Gly 


Phe 


Asp 


Leu 








20 










25 










30 






Gly 


Leu 


Ser 


Thr 


He 


Tyr 


Phe 


Leu 


Ser 


Lys 


Asp 


Glu 


Lys 


Glu 


Arg 


Arg 






35 










40 










45 








Leu 


Leu 


Leu 


Asn 


Ser 


He 


Gly 


Pro 


Val 


Trp 


Asp 


Gly 


Asn 


Glu 


Val 


Trp 




50 










55 










60 










Phe 


Val 


He 


Met 


Phe 


Ala 


Gly 


Leu 


Phe 


Ala 


Gly 


Phe 


Pro 


Thr 


Ala 


Tyr 


65 










70 










75 










80 


Gly 


Thr 


Leu 


Leu 


Ser 


He 


Phe 


Tyr 


Met 


Pro 


He 


Trp 


Xaa 


Met 


Val 


Met 








85 










90 










95 




Leu 


Tyr 


He 


Phe 


Arg 


Gly 


Cys 


Ser 


Leu 


Glu 


Phe 


Arg 


Ser 


Lys 


Ala 


Glu 








100 










105 










110 






Ser 


Asn 


Arg 


Trp 


Lys 


Leu 


Phe 


Trp 


Asp 


Val 


Leu 


Phe 


Ser 


He 


Ser 


Gly 






115 










120 










125 








Met 


Ser 


He 


Ser 


Phe 


Phe 


Leu 


Gly 


Thr 


Leu 


Ala 


Gly 


Asn 


Leu 


Leu 


Val 



130 135 140 
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Gly 


Phe 


Pro 


lie 


Ala 


Pro 


Asp 


Thr 


Ser 


Tyr 


Ser 


Ser 


Leu 


Ser 


Trp 


Lys 


145 










150 










155 










160 


Leu 


Phe 


Phe 


Arg 


Pro 
165 


Tyr 


Gin 


Val 


Leu 


Cys 
170 


Gly 


Leu 


Phe 


Val 


Val 
175 


Ala 


Ala 


Phe 


Ala 


Leu 
180 


His 


Gly 


He 


Ser 


Phe 
185 


Ala 


Leu 


Met 


Lys 


Thr 
190 


Thr 


Glu 


Gly 


Leu 


His 
195 


Glu 


Arg 


Leu 


Lys 


Asn 
200 


Lys 


Phe 


Ser 


Phe 


Met 
205 


Phe 


Cys 


Leu 


Val 


Thr 
210 


Trp 


Phe 


Cys 


He 


Phe 
215 


Pro 


Cys 


Ser 


Leu 


Arg 
220 


Leu 


Phe 







(2) INFORMATIONS POUR LA SEQ ID NO: 462: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 446 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHETI QUE : OU i 



(viii) POSITION DANS LE GENOME: complement { 456047 .. 4 573 84 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 462: 

Met Ser Ala Glu He Leu Ala Arg Val Gin Phe Ala Leu Phe He Gly 

1 5 10 15 

Phe His Tyr Leu Phe Val Pro He Ser Leu Gly Leu Ser He Met He 

20 25 30 

Val Leu Met Glu Gly Leu Tyr Leu Phe Thr Lys Lys Ser He Tyr Lys 

35 40 45 

Gin Leu Thr Trp Phe Trp He Lys He Phe Thr Leu Thr Phe Val Val 

50 55 60 

Gly Val Val Thr Gly Leu Met Gin He Phe Ser Phe Gly Ala Asn Trp 
65 70 75 80 

Ser Arg Phe Ala Glu Tyr Thr Gly Asn Val Phe Gly Met Phe Leu Gly 

85 90 95 

Ser Glu Gly Met Phe Ala Phe Phe Leu Glu Ser Gly Phe Leu Gly Val 

100 105 110 

Leu Leu Phe Gly Arg Tyr Lys Val Ser Lys Lys Met His Phe Phe Ser 

115 120 125 

Ala Cys Met Val Ala Leu Gly Ala His Met Ser Ala Phe Trp He Val 

130 135 140 

Cys Ala Asn Ser Trp Met Gin Thr Pro Ser Gly Tyr Glu Met Val Met 
145 150 155 160 

Arg Asn Gly Met Leu Val Pro Gin Met Thr Ser Phe Trp Ala Ala Val 

165 170 175 

Leu Ser Pro Ser Ala Leu Gin Arg Phe Thr His Val Val Leu Gly Ala 

180 185 190 

Trp Leu Ser Gly He Phe Leu Val Leu Ser Val Ser Ala His Tyr Leu 

195 200 205 

Arg Lys Glu Arg His Lys Asp Phe Ala Asn Gin Gly Leu Lys He Ser 

210 215 220 

Met Phe Cys Ala Phe Leu Val Leu Ala Leu Gin Leu Trp Ser Ala Asp 
225 230 235 240 

Val Thr Ala Arg Gly Val Ala Lys His Gin Pro Ala Lys Leu Ala Ala 

245 - 250 255 

Phe Glu Gly Val Phe Lys Thr Gin Glu His Thr Pro He Tyr Leu Leu 
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260 265 270 

Gly lie Val Asp Met Lys Lys Glu Arg Val lie Gly lie Pro lie Pro 

275 280 285 

Ser Gly Leu Ser Leu Leu Val His Arg Asn Ala Lys Thr Pro Val Thr 

290 295 300 

Gly Leu Asp Gin Phe Pro Lys Asp Glu Trp Pro Asn Val Ala Phe Val 
305 310 315 320 

Phe Gin Thr Tyr His Leu Met Val Met Leu Trp Gly Val Met Val Leu 

325 330 335 

Leu Ala Leu lie Ala Phe Ala Val Tyr Lys Lys Lys Ser Trp Ser Cys 

340 345 350 

Lys Lys Gly lie Leu Trp lie Leu Ser Leu Ser Val Leu Phe Pro Glu 

355 360 365 

Leu Cys Asn Glu lie Gly Trp lie Ser Thr Glu Val Gly Arg Gin Pro 

370 375 380 

Trp Val Val Tyr Gly Leu Leu Lys Thr Lys Asp Ala Thr Ser Pro lie 
385 390 395 400 

Val Asn Ala Gly Gin lie Trp Gin Ser Leu lie Leu Phe Ser lie lie 

405 410 415 

Phe lie Cys Leu Leu Ser Val Phe Val Ser Leu Leu Leu Lys Lys lie 

420 425 430 

Gly Glu Gly Pro Asp Glu Gin Asp Leu lie Glu Val Asp Leu 
435 440 445 



(2) INFORMATIONS POUR LA SEQ ID NO: 463: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 64 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 457 659 .. 4 584 50 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 463: 



Met 


Phe 


Val 


Gly 


He 


Thr 


Tyr 


Tyr 


Thr 


Thr 


Pro 


Leu 


Leu 


Glu 


He 


Ala 


1 








5 










10 










15 




Leu 


He 


Trp 


Val 


Val 


Leu 


Asn 


Tyr 


Leu 


Leu 


Lys 


Phe 


Phe 


Trp 


Gly 


Thr 








20 










25 










30 






Gly 


Ala 


Met 


Asp 


Leu 


Val 


Phe 


Gly 


Leu 


Leu 


Ser 


Phe 


Leu 


Cys 


Leu 


Phe 






35 










40 










45 








Val 


Leu 


Ala 


Glu 


Lys 


Leu 


His 


Leu 


Pro 


Val 


He 


Arg 


Asn 


Leu 


Met 


Leu 




50 










55 










60 










His 


Val 


Val 


Asn 


He 


Ala 


Ala 


He 


Val 


Val 


Phe 


He 


He 


Phe 


Gin 


Pro 


65 










70 










75 










80 


Glu 


He 


Arg 


Leu 


Ala 


Leu 


Ser 


Arg 


He 


Arg 


Leu 


Arg 


Arg 


Gly 


Lys 


Phe 










85 










90 










95 




Val 


He 


Asn 


Met 


Gin 


Asp 


Glu 


Phe 


He 


Asp 


His 


Leu 


Thr 


Ala 


Cys 


He 








100 










105 










110 






Tyr 


Arg 


Met 


Ala 


Glu 


Arg 


Gin 


He 


Gly 


Ala 


Leu 


He 


Val 


Leu 


Glu 


Asn 






115 










120 










125 








Glu 


Arg 


Leu 


Leu 


Asn 


Asp 


Leu 


Leu 


Asn 


Leu 


Ser 


Ala 


Val 


Lys 


He 


Asn 




130 










135 










140 










Ala 


Asp 


Phe 


Ser 


Glu 


Glu 


Leu 


Leu 


Glu 


Ala 


He 


Phe 


Glu 


Pro 


Ser 


Ser 


145 










150 










155 










160 
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His Leu His Asp Gly Ala Val Leu Met Arg Gly Glu Thr lie Ser Tyr 

165 170 175 

Ala Arg Val lie Leu Pro Leu Ala His Asp Thr Thr Gin Leu Ser Arg 

180 185 190 

Ser Met Gly Thr Arg His Arg Ala Ala Leu Gly Ala Ser Gin Arg Thr 

195 200 205 

Asp Ala Leu Val lie Val Val Ser Glu Glu Thr Gly Ala Val Ser Leu 

210 215 220 

Ala Arg Asp Gly lie Leu Thr Arg Gly Val Lys Met Asp Arg Phe Lys 
225 230 . 235 240 

Ala lie Leu Arg Ser He Leu Thr Arg Asn Glu Arg Lys Thr Asn Pro 

245 250 255 

He He Ser Trp Met Arg Lys Lys 
260 



(2) INFORMATIONS POUR LA SEQ ID NO: 464: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 37 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 458508 4 59 63 2 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 4 64: 

Val Leu Pro Leu Leu Ser Gly Arg Leu Gin He Lys Ser He Thr He 

1 5 10 15 

Thr Arg Thr Phe His Asn He Pro Val Arg Val He Asp Leu Ala Pro 

20 25 30 

Glu Gin Thr Val He Gly Leu Gin Ala Asn Gly Leu Leu Lys Lys Lys 

35 40 45 

Val Ala Met Met He Thr Gly Asn Lys Ser Val Val Glu Lys Leu Arg 

50 55 60 

Pro Ser Asn Leu Glu He Val He Ser Ala Lys Gly Arg Thr Glu Ser 
65 70 75 80 

Trp He Glu Thr He Asp Pro Tyr Asn Leu Val Cys Leu Asp Thr Asp 

85 90 95 

He His Leu Arg Lys Asn He Lys Ser Val Thr Ser Glu Asp He Phe 

100 _ 105 110 

He Arg Leu Thr Gin Phe Val Thr Glu Asp Val Ser Val Thr He Thr 

115 120 125 

Lys Pro He Gly Arg Ala Pro Lys Gly Tyr Glu Tyr Leu Asp Thr Trp 

130 135 140 

Pro Lys Tyr Leu Val Gin Lys Val Ser Gly Pro Lys Glu Tyr Val Ser 
145 150 . 155 160 

Ser Leu Lys Asp His Gly Leu Glu Leu Thr Phe Asn Leu Asn Lys Val 

165 170 175 

Ser Phe Glu Glu Leu Asp Arg Asn Arg Leu Ala Gin Gly Asn Leu Asp 

180 185 190 

Glu Val Val Tyr Leu Val Pro Glu Asp Trp Lys Lys Val Tyr He Pro 

195 200 205 

Phe Asp Asn Ser Tyr Met Glu Leu Asn Asp Pro Gin Ala Asp Phe Leu 

210 215 220 

Arg Leu Leu Phe Leu Lys Gin Glu Phe He Pro Leu Asn He Asn Leu 
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225 230 235 240 

Pro Val Leu Leu Phe Phe Pro Val Glu Asn Ser Gin Leu Val Asn Pro 

245 250 255 

Gin Asn Tyr Tyr Leu Glu Glu Asn Ala Pro Leu Val Leu Asn His Gly 

260 265 270 

lie Tyr Gin Met Asp Leu Pro Leu Tyr Val Lys Asp Val Ser His Leu 

275 280 285 

Phe Leu Asp Val Val Lys Asn Asn lie Ala Leu Thr lie lie Met Glu 

290 295 300 

Pro Pro Val Lys Ser Gin Arg Glu His Phe He His Trp Ala Val Glu 
305 310 315 320 

Phe Leu Asp Glu Lys Thr Leu Glu Asn Thr Phe Val Gin Ala Val Met 

325 330 335 

Ala Gin Glu Gin Lys Thr Asn Lys His Met He Leu Asp Glu Ala Gly 

340 345 350 

He Arg His Arg Phe Arg Glu Tyr Leu Arg Lys Leu Thr Leu Phe Asp 

355 360 365 

Gin Asn Gly Glu Pro Leu Pro 
370 375 



(2) INFORMATIONS POUR LA SEQ ID NO : 4 65: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 455 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS. LE GENOME: 459 83 9 4 6 12 03 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 4 65: 



Met Leu Phe Lys 
1 

Leu Val Tyr Gly 
20 

Pro Arg- Ser Ser 
35 

Phe Tyr Phe He 
50 

Leu Ala Phe Pro 
65 

Gin Ser Val Gin 

Asp Lys Phe Ala 
100 

Glu Asp Ala Pro 
115 

Glu Leu Asp His 
130 

Leu Phe Cys Gly 
145 

Thr Lys Arg Tyr 

Arg Leu Asn Gin 
180 



Arg Leu Arg Thr 
5 

Leu Gly Leu Gly 

Leu Arg Leu Phe 
40 

Ser Asp Phe Arg 
55 

Glu Lys Ser Phe 
70 

Gin Met He He 
85 

Lys His He Asp 

Glu Gly Phe Phe 
120 

Phe Phe Ser Arg 
135 

His Gin Ala Asn 
150 

Pro Gly Leu Ala 
165 

Lys He He Ser 



Gly Gly Lys He 
10 

Val Leu Thr He 
25 

Ser Lys Gly Leu 

Lys Thr Ala Leu 
60 

Ala Glu Arg Tyr 
75 

Thr Phe Val Glu 
90 

Glu Met He Ala 
105 

Pro Glu Glu Val 

Leu Asp Arg Gin 
140 

Trp Glu Leu Pro 
155 

Phe Ala Lys Pro 
170 

Leu Arg Glu Ser 
185 



Leu Val Asp His 
15 

Leu Arg Leu Leu 
30 

Gly Thr Ala Leu 
45 

Thr Asn Leu Ala 

Gin He Ala Arg 
80 

Leu Ala Thr Val 
95 

He Ala Thr Ser 
110 

Ser Ser Gin Gin 
125 

Glu Gly Ala He 

Phe Leu Tyr He 
160 

Val Lys Asn Arg 
175 

Phe Gin Gly Lys 
190 
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lie 


Val 


Pro 


Pro 






195 




Arg 


Gly 


Glu 


Val 




210 






Glu 


Tyr 


Ser 


Tyr 


225 








Pro 


Ala 


Leu 


Leu 


He 


Tyr 


Arg 


Lys 








260 


Phe 


His 


Ala 


Asn 






275 




Met 


Asp 


Arg 


Leu 




290 






Glu 


Gin 


Trp 


Leu 


305 








Lys 


Phe 


Lys 


Arg 


Gly 


Thr 


Ser 


Leu 








340 


Phe 


Tyr 


Ala 


Asp 






355 




Thr 


Val 


Leu 


Ala 




370 






Ser 


Glu 


Glu 


Glu 


385 








Asp 


Leu 


Phe 


Gly 


Gly 


Ser 


Arg 


Lys 








420 


Gin 


Lys 


Gin 


Ser 






435 




Asp 


Thr 


Arg 


Ser 




450 







Gin Asn Ala He 
200 

Val Gly He Val 
215 

Pro Leu Phe Gly 
230 

Ala Tyr Lys Thr 
245 

Pro Asn Gly Asn 

Thr Glu Leu Ser 
280 

Met Arg Phe Leu 
295 

Trp Leu His Lys 
310 

Arg Tyr Ala Phe 
325 

Gin Ala Leu Gin 

Ala Ser Leu Ser 
360 

Asn Ser Phe Ala 
375 

Leu Leu Ala Ala 
390 

Leu Ser Arg Lys 
405 

He Phe Thr Arg 

Leu He Gin Ser 
440 

Arg Lys Gly 
455 



Asn Gin Ala Leu 

Gly Asp Gin Val 
220 

Ser Gin Ala Phe 
235 

Lys Lys Thr Val 
250 

Tyr Leu Val Val 
265 

He Arg Glu Ser 

Glu Lys Gly He 
300 

Arg Trp Lys Arg 
315 

Ser His He Leu 
330 

Arg Phe Leu He 
345 

Leu Ala He He 

Pro Tyr Ser Leu 
380 

Pro Asn Phe Phe 
395 

Thr Arg Leu His 
410 

Asn Glu Leu Lys 
425 

Phe His Lys Leu 



Arg Ala Leu His 
205 

Leu Leu Ser Ser 

Thr Thr Thr Ser 
240 

He Ala Val Ala 
255 

Pro Ser Lys Ala 
270 

Thr Glu Gin Leu 
285 

Thr Cys Lys Pro 

Lys Leu Arg His 
320 

He He Val Lys 
335 

Glu Phe Gly Glu 
350 

Gly Ala Thr Asp 
365 

Gin Phe Phe Ser 

Pro Ala He Val 
400 

Tyr Lys Arg Thr 
415 

Asp Ser Leu Leu 
430 

Leu Arg Arg Val 
445 



(2) INFORMATIONS POUR LA SEQ ID NO: 466: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 143 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui . 



(viii) POSITION DANS LE GENOME: complement ( 4 61 1 9 6 .. 4 6 1 624 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 466: 

Met Ser Glu His Val His Lys Glu Leu Leu His Leu Gly Glu Val Phe 

1 5 10 15 

Arg Ser Gin Arg Glu Glu Arg Ala Leu Ser Leu Lys Asp Val Glu Ala 

20 25 30 

Ala Thr Ser He Arg Leu Ser Ala Leu Glu Ala He Glu Ala Gly His 

35 40 45 

Leu Gly Lys Leu He Ser Pro Val Tyr Ala Gin Gly Phe Met Lys Lys 

50 55 60 

Tyr Ala Ala Phe Leu Asp Met Asp Gly Asp Arg Leu Leu Lys Glu His 
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65 70 75 80 



Pro 


Tyr 


Val 


Leu 


Lys 


He 


Phe 


Gin 


Glu 


Phe 


Ser 


Asp 


Gin 


Asn 


Met 


Asp 










85 










90 










95 




Met 


Leu 


Leu 


Asp 


Leu 


Glu 


Ser 


Met 


Gly 


Gly 


Arg 


Asn 


Ser 


Pro 


Glu 


Lys 








100 










105 










110 






Ala 


lie 


Arg 


Ser 


Trp 


Leu 


Asn 


Leu 


Gly 


Trp 


Ala 


Gly 


Val 


Phe 


Val 


Val 






115 










120 










125 








Gly 


Ala 


Ala 


Cys 


lie 


Trp 


Trp 


Leu 


Gly 


Asn 


Leu 


Phe 


Asn 


Leu 


Phe 






130 










135 










140 











(2) INFORMATIONS POUR LA SEQ ID NO: 4 67: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 245 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 4 61887 4 62 62 1 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 467: 

Pro Leu Ser Phe Arg ,Asn Cys Leu Leu Leu Tyr Phe Leu Tyr Phe Glu 

15 10 15 

Asn Asn Leu Glu Lys Lys Gly Phe Thr He Ser He Pro Pro His Thr 

20 25 30 

Val Phe Gin Gly Arg Ser Pro Thr Val Ser Cys Thr Val Tyr Gin Ser 

35 40 45 

Gly Lys He Val Val Gin Gly Lys Gly Thr Gin Glu Phe Val Glu Phe 

50 55 60 

Phe Leu Glu Pro Glu He Leu Gin Thr Phe Ser Ser Gin Asn Val Gin 
65 70 75 80 

Gin Asp Leu Arg Ser Arg He Gly Val Asp Glu Ser Gly Lys Gly Asp 

85 90 95 

Phe Phe Gly Pro Leu Cys Thr Ala Gly Val Tyr Ala Ser Ser Pro Gin 

100 105 110 

Ala He Glu Ala Leu Tyr Lys Thr Ser He Cys Asp Ser Lys Leu He 

115 120 125 

Pro Asp Ala Lys He Leu Ser Leu Ala Gin Asn He Arg Ser Leu Cys 

130 135 140 

Ala Cys Lys Val He Thr Leu Phe Pro Glu Lys Tyr Asn Ala Leu Tyr 
145 150 155 160 

Ala Asn Phe Gin Asn Leu Asn Ser Leu Leu Ala Trp Thr His Ala Thr 

165 170 175 

He He Asp Asn Leu Ala Pro His Pro Ala Gly Ala Val Phe Ala He 

180 185 190 

Ser Asp Gin Phe Ala Ser Ser Glu Arg Val Leu Leu Gin Ala Val Arg 

195 200 205 

Lys Lys Arg Ser Asp He Glu Leu He Gin Arg His Arg Ala Glu Gin 

210 215 220 

Asp Val Val Val Ala Ala Ala Ser He Leu Ala Arg Glu Val Phe Ser 
225 230 235 240 

Leu Pro Tyr Thr Pro 
245 
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(2) INFORMATIONS POUR LA SEQ ID NO : 4 68: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 288 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 4 628 9 5 .. 4 63 7 58 ) 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 4 68: 



Trp 


Ser 


Gly 


Met 


Leu 


Lys 


val 


Leu 


Phe 


His 


Thr 


Met 


Thr 


Leu 


Pne 


Gly 


X 








D 










J. u 










± b 




His 


Leu 


Leu 


Ser 


inr 


Pro 


lie 


Tyr 


lie 


vai 


Gly 


Asp 


Ala 


Cys 


Gly 


Lys 








z u 










£ b 










J u 






Asp 


Arg 


Asp 


GIU 


Tyr 


Lys 


Asn 


Pro 


Pro 


Leu 


Arg 


Aia 


irne 


Ser 


Pne 


G1U 






.5 b 










Q u 










4fc b 








Ser 


Gin 


pne 


Leu 


Gin 


lie 


Glu 


Asn 


Ala 


Lys 


Phe 


Lys 


Thr 


Leu 


Pro 


Asp 




b U 










b b 










b U 










Gin 


Ser 


Leu 


Gly 


Tyr 


Arg 


Gin 


Ala 


Asp 


T»l-i -v- 

lnr 


Ser 


Leu 


Phe 


TV "1 _ 

Ala 


Thr 


lie 


b b 




















/ b 










Q A 
O U 


Pro 


Val 


Thr 


Glu 


Met 


Ser 


Gly 


Pne 


Leu 


Leu 


Ser 


Ser 


Arg 


Tyr 


Leu 


Gly 










o b 










y u 










y b 




Ala 


Glu 


Val 


Ser 


Trp 


Lys 


Ser 


Ser 


Lys 


Glu 


Leu 


Gin 


Asp 


Thr 


Asp 


Pro 








100 










105 










110 






Gin 


Ala 


Val 


Gly 


Tyr 


Phe 


Ala 


Phe 


Gin 


Asp 


Lys 


Ser 


Phe 


Tyr 


Gin 


Tyr 






115 










120 










125 








He 


Thr 


Leu 


Ser 


Val 


Gly 


Ala 


Tyr 


Thr 


Leu 


Ala 


Leu 


Thr 


Asn 


Trp 


Gin 




130 










135 










140 










Trp 


Ser 


Val 


Leu 


Phe 


Ser 


Gly 


Met 


Val 


Asp 


Pro 


Glu 


Asn 


He 


Glu 


He 


145 










150 










155 










160 


Gly 


Ser 


Gly 


Leu 


Tyr 


Gin 


Val 


Val 


Leu 


Ser 


Ser 


Lys 


Tyr 


His 


Ala 


Ser 










165 










170 










175 




Lys 


Ser 


Leu 


Ser 


Val 


He 


Met 


Gly 


Val 


He 


Asn 


Glu 


Val 


Gly 


Leu 


His 








180 










185 










190 






Asp 


Lys 


Gin 


Ala 


Trp 


Pro 


Leu 


Leu 


Gly 


Phe 


Ser 


Tyr 


Lys 


Pro 


Glu 


Asp 






195 










200 










205 








Arg 


Leu 


Thr 


Leu 


Asn 


Cys 


He 


Tyr 


Pro 


Val 


Asn 


Phe 


Ser 


Ala 


Glu 


Tyr 




210 










215 










220 










Gin 


Cys 


Thr 


Pro 


Val 


Cys 


Asp 


Leu 


Gly 


Val 


Ala 


Tyr 


Arg 


Leu 


Thr 


Arg 


225 










230 










235 










240 


Leu 


Arg 


Lys 


Lys 


Phe 


Pro 


Lys 


Asn 


Ser 


Leu 


Ala 


Thr 


Ser 


Glu 


Gly 


He 










245 










250 










255 




Phe 


Glu 


Tyr 


Ser 


Gly 


Arg 


Glu 


He 


Glu 


Gly 


Asn 


He 


Lys 


Leu 


He 


Phe 








260 










265 










270 






Trp 


Pro 


Gly 


Gin 


Asn 


Leu 


Lys 


Met 


Phe 


Gly 


Gly 


Tyr 


Phe 


Arg 


Arg 


Glu 






275 










280 










285 









(2) INFORMATIONS POUR LA SEQ ID NO: 469: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 194 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: 1 ineaire 
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(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME : 4 64048 4 64 62 9 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 469: 



His 


Leu 


Val 


Gly 


Lys 




T> Y~ /~\ 
IT L \J 


Cor 


JL 111. 


Val 


Ala 


Pro 


I ie 


Lys 


Glv 


Gin 


1 








c 

_> 










10 










15 




Asp 


His 


Phe 


Leu 


Asn 


Leu 


va jl 


ir 11 ti 


Pro 


Glu 


Arg 


Val 


Ala 


Ala 


Ala 


Tvr 






A u 










25 










3 0 






Met 


Ser 


Pro 


Leu 


Ala 


bill 


Lys 


ryr 


Jtr i. U 




Ala 


Ala 


Leu 


Ser 


He 


Ala 






3 5 




















45 








Ser 


Leu 


Ala 


c*iy 


rue 


Leu 


T .01 1 
JL» t= Li 




He 


Leu 


Lys 


Leu 


He 


Thr 


Phe 


Pro 




5 0 




















60 










Val 


Leu 


Cys 


Ala 


Ala 


Gly 


Leu 


Phe 


Val 


Phe 


Pro 


He 


Arg 


Gly 


Leu 


He 


65 








70 










7 5 . 










80 


Ser 


Cys 


Leu 


Phe 


His 


Lys 


Ser 


Phe 


Gin 


Gly 


Cys 


Ser 


Gly 


Tyr 


Val 


Leu 








85 










90 










95 




Ala 


Thr 


Phe 


Leu 


Ser 


Leu 


Phe 


Ser 


Leu 


Ala 


Leu 


Thr 


He 


Val 


Gly 


He 








100 










105 










110 






Val 


Ser 


Cys 


He 


Thr 


Trp 


Ala 


Pro 


Gly 


Phe 


He 


Phe 


Pro 


Met 


He 


Ser 






115 










120 










125 








Val 


Ser 


He 


Ala 


Phe 


Ala 


Thr 


Val 


Glu 


Thr 


Cys 


Phe 


Gin 


He 


Tyr 


Thr 




130 










135 










140 










His 


Leu 


Phe 


Pro 


Ala 


Leu 


Glu 


His 


Lys 


Pro 


Ser 


Ser 


Ser 


Leu 


Lys 


He 


145 










150 










155 










160 


Glu 


He 


Ala 


Ala 


Ala 


Lys 


Leu 


Pro 


Arg 


Ser 


Ser 


Ser 


Ala 


Pro 


Asp 


Leu 










165 










170 










175 




Asn 


Cys 


Pro 


Ser 


Leu 


Pro 


Thr 


Gin 


Ser 


Ala 


Ser 


Pro 


Ser 


Gin 


Arg 


Phe 






180 










185 










190 







Ser Ala 



{2) INFORMATIONS POUR LA SEQ ID NO: 47 0: 

(i) C ARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 37 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 4 6472 1 4 65848 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 470: 

He Leu Val Leu Ser Val Phe Cys Phe Trp Asp Asn Phe Met Thr Pro 

1 . 5 10 15 

Val Thr Pro Val Pro Pro Gin Ser Pro Gin Gin Val Lys Gly Leu Leu 

20 ' 25 30 

Ser Arg Phe Leu Thr Ala Pro Asp Arg His Pro Lys Leu Arg Tyr Val 

35 40 45 

Tyr Asp He Ala Leu He Ala He Ser He Leu Cys He Val Ser He 

50 55 60 

He Leu Trp Thr Gin Gly Ser Gly Leu Ala Leu Phe Ala He Ala Pro 
65 70 75 80 
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Ala Leu Ala lie Gly Ala Leu Gly Val Thr Leu Leu Val Ser Asp Leu 

85 90 95 

Ala Glu Ser Gin Lys Ser Lys Glu lie Ala Asp Thr Val Ala Ala Val 

100 105 110 

Ser Leu Pro Phe lie Leu Thr Gly Thr Ala Ala Gly Leu Met Phe Ser 

115 120 125 

Ala lie Ala Val Gly Lys Gly Ala Val He Leu Ala Asn Pro Leu Phe 

130 135 140 

Leu Met Gly Ser Met Thr Leu Gly Phe Ala Leu Met Ser Leu His Arg 
145 150 155 160 

Val Thr Tyr Gin Tyr Leu Ser Asn Arg Glu Gin Trp Lys Gin Gin Lys 

165 170 175 

Lys Leu Glu Gin Val Glu Leu Ala Ala Trp Glu Ser His Leu Pro Lys 

180 185 190 

Glu Ser Lys Ser Ser Ala Leu Glu Glu Val Arg Tyr Ser Pro Arg Leu 

195 200 205 

Met Lys Arg Gly Lys Thr Trp Arg Lys Arg Ala He Arg Arg Lys Asn 

210 215 220 

Tyr He Pro He Pro Leu Val Asp Lys Thr Leu Gin Thr Met Gin Pro 
225 230 235 240 

Asp Ala Leu Phe Ser Ser Thr Thr Thr His Ser Thr Asp Ser Glu Gin 

245 250 255 

He Leu Thr Ser Val Ser Pro Gin Ser Ser Asp Thr Glu Ser Ser Ser 

260 265 270 

Ser Ser Ser Phe His Thr Pro Pro Asn Ser Asp Lys Glu Leu Ser Asp 

275 280 285 

Ser Asn Ser Ser Asp Ser Ser Ser Ser Ser Glu Tyr Met Asp Ala Leu 

290 295 300 

Glu Thr Val Ala Ala Gly Asp Val Ser Gly He Thr Pro Pro Ser Lys 
305 310 315 320 

Pro Ser Ser Ser Pro Lys Thr Thr Arg Arg Val Val Lys Leu Ser Arg 

325 330 335 

Ser Glu Arg Asn Ala Gin His His Arg Asn Lys Asp Gin Glu Gin Arg 

340 345 350 

Gin Asp Ser Ser Glu Ser Ser Asp Glu Glu Ser Ser Ser Asp Ser Ser 

355 360 365 

Gin Lys Lys Lys Pro Ser Arg Lys 
370 375 



(2) INFORMATIONS POUR LA SEQ ID NO : 471: 



(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 43 6 acides. amines 

(B) TYPE:.acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (466113 .. 467420 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 471: 

Asn Asn Met Gly He Ala His Thr Glu Trp Glu Ser Val He Gly Leu 

15 10 15 

Glu Val His Val Glu Leu Asn Thr Glu Ser Lys Leu Phe Ser Pro Ala 

20 25 30 

Arg Asn His Phe Gly Asp Glu Pro Asn Thr Asn He Ser Pro Val Cys 
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40 










45 








Thr 


oxy 


ixiec 


Pro 


pi if 
ly 


oci 


Leu 


tr X Lj 


Val 


Leu 


Asn 


Lys 


Asp 


Ala 


Val 


Arg 




b u 




















60 










Lys 


Ala 

Aia 


vai 


Leu 


rile 




Cys 


/Via 


Val 


Glu 


Gly 


Asp 


Val 


Ala 


Leu 


Phe 


b b 










7 n 










75 










80 


Ser 


Arg 


pne 


Asp 


Arg 


Lys 


Ser 


Tyr 


Phe 


ryr 


Pro 


Asp 


Ser 


Pro 


Arg 


Asn 










Q IT 

o b 




















95 




Phe 


Gin 


lie 


Thr 


bin 


Tyr 


pin 


His 


Pro 


Tip 

JL X tr 


Val 


Arg 


Gly 


Gly 


Cys 


He 








1 u u 










105 










110 






Arg 


Ala 


val 


Val 


G1U 


P T 1 T 

Lriy 


pin 


Glu 


Lys 


X 11 X. 


r lie 


Ada. 


Leu 


Ala 


Gin 


Thr 




lib 










120 










125 








His 


Leu 


Glu 


Asp 


Asp 


Ala. 


plir 

ij»iy 


Met 


Leu 


Xjy ^> 


His 


Phe 


Gly 


Asp 


Phe 


Ala 




1 J u 










JL-J -J 










140 










Gly 


vai 


Asp 


Tyr 


Asn 


Arg 


Ala 


Gly Val 


Pro 


Leu 


He 


Glu 


He 


Val 


Ser 


145 










1 b u 










1 










160 


Lys 


Pro 


Cys 


Met 


pne 


Ser 


Ala. 


pi n 


■ 

Asp 


A 1 ^ 

r\ JL a. 


Val 


Ala 


xy x 


Ala 


Asn 


Ala 






lob 










i 7 n 

x / vj 










175 




Leu 


Val 


Ser 


Tin 

lie 


Leu 


P T \ r 

biy 


Tyr 


Tip 


vjy X y 


Tip 

lie 


Otil. 


A cn 


Cy s 


Asn 


Met 


Glu 








l o u 










185 










19 0 






Glu 


Gly 


Ser 


l le 


Arg 


rfie 


Asp 


V Ct J. 


Asn 


Tip 
lit! 


Oar 
del 


Val 


Arg 


Pro 


Arg 


Glv 

uxy 




1 y D 










9 Dfl 










205 








Ser 


Arg 


Glu 


Leu 


Arg 


Asn 


Lys 


VCtJL 


Glu 


He 


Lys 


Asn 


Met 


Asn 


Ser 


Phe 




inn 










91 ^ 

Z i J 










220 










inr 


Fne 


TJfa f- 

LYie u 


Ala 

Aid 


P" 1 n 


.rl JL d 


Leu 


P" 1 1 1 

vzj _L Li. 


A 1 ^ 


Glu 


Lys 


Arg 


Arg 


Gin 


He 


Glu 


TIC 










910 
j u 










23 5 










240 


bill 


Tyr 


Leu 


Ser 


nib 


IT JL *J 


A en 




Asp 


Pro 


Lys 


Lys 


Val 


Val 


Pro 


Ala 








94 c; 










250 










255 




Ala 


Thr 


Tyr 


Arg 


Trp 


Asp 


Jr X O 


Glu 


Lys 




Lys 


Thr 


Val 


Leu 


Met 


Arg 








o ^ n 










265 










270 






Leu 


Lys 


Glu 


Arg 


Aia 


f^" 1 n 
b±U 


Asp 


Tyr 


Met 


iyr 


Phe 


Val 


Glu 


Pro 


Asp 


Leu 






^ / b 










280 










285 








Pro 


val 


Leu 


bin 


Tic* 

lie 


Tnr 




Thr 


Tyr 


He 


Asp 


Glu 


Val 


Arg 


Gin 


Thr 




o q n 
z y u 










295 










3 00 










Leu 


Pro 




Leu 


Pro 


nib 


ocl 


Lys 


Tyr 


Met 


Arg 


TVr 
xy x 


He 


Thr 


Asp 


Phe 


one 










7 i n 










315 










320 


Asp 


I le 


Aia 


Pin 


Asp 


Leu 


nia 


Met 


He 


Leu 


Val 


Gly 


Asp 


Arg 


His 


Thr 








JZ J 










3 3 0 










3 35 




Ala 


His 


Pne 


pne 


pin 
CjIU 


Tnr 


Aid 


Thr 


Met 


Car 


Cys 


Lys 


As n 


xy x 


Arg 


Ala 








J 4t u 










345 










350 






Leu 


Ser 


Asn 


Trp 


-Ti- 
lls 


ml- >- 

mr 


val 


GlU 


Phe 


Air* 
Ala. 


pi v 
xy 


Arg 


v— y £> 


Lys 


Ala 


Lys 






355 










360 










365 








Gly 


Lys 


Thr 


Leu 


Leu 


Phe 


Thr 


Gly 


He 


Leu 


Pro 


Glu 


Trp 


Val 


Ala 


Gin 


370 










375 










380 










Leu 


Val 


Asn 


Phe 


He 


Val 


Arg 


Gly 


Val 


He 


Thr 


Gly 


Lys 


He 


Ala 


Lys 


385 










390 










395 










400 


Glu 


He 


Ala 


Asp 


Arg 


Met 


Val 


Ser 


Ser 


Phe 


Gly 


Glu 


Ser 


Pro 


Glu 


Asp 










405 










410 










415 




He 


Leu 


Arg 


Arg 


His 


Pro 


Ser 


Leu 


Leu 


Pro 


Met 


Thr 


Asp 


Asp 


His 


Ala 








420 










425 










430 







Leu Arg Tyr Arg 
435 



(2) INFORMATIONS POUR LA SEQ ID NO: 472: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 491 acides amines 

(B) TYPE: acide amine 

(O) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 4 67419 46889 1 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 472: 

Met Tyr Arg Lys Ser Ala Leu Glu Leu Arg Asp Ala Val Val Asn Arg 

15 10 15 

Glu Leu Ser Val Thr Ala lie Thr Glu Tyr Phe Tyr His Arg lie Glu 

20 25 30 

Ser His Asp Glu Gin lie Gly Ala Phe Leu Ser Leu Cys Lys Glu Arg 

35 40 45 

Ala Leu Leu Arg Ala Ser Arg lie Asp Asp Lys Leu Ala Lys Gly Asp 

50 55 60 

Pro lie Gly Leu Leu Ala Gly lie Pro lie Gly Val Lys Asp Asn lie 
65 70 75 80 

His lie Thr Gly Val Lys Thr Thr Cys Ala Ser Lys Met Leu Glu Asn 

85 90 95 

Phe Val Ala Pro Phe Asp Ser Thr Val Val Arg Arg lie Glu Met Glu 

100 105 110 

Asp Gly lie Leu Leu Gly Lys Leu Asn Met Asp Glu Phe Ala Met Gly 

115 120 125 

Ser Thr Thr Arg Tyr Ser Ala Phe His Pro Thr Asn Asn Pro Trp Asp 

130 135 140 

Leu Glu Arg Val Pro Gly Gly Ser Ser Gly Gly Ser Ala Ala Ala Val 
145 150 155 160 

Ser Ala Arg Phe Cys Pro lie Ala Leu Gly Ser Asp Thr Gly Gly Ser 

165 170 175 

lie Arg Gin Pro Ala Ala Phe Cys Gly Val Val Gly Phe Lys Pro Ser 

180 185 190 

Tyr Gly Ala Val Ser Arg Tyr Gly Leu Val Ala Phe Gly Ser Ser Leu 

195 200 205 

Asp Gin lie Gly Pro Leu Thr Thr Val Val Glu Asp Val Ala Leu Ala 

210 215 220 

Met Asp Ala Phe Ala Gly Arg Asp Pro Lys Asp Ser Thr Thr Arg Asp 
225 230 235 240 

Phe Phe Lys Gly Thr Phe Ser Gin Ala Leu Ser Leu Glu Val Pro Lys 

245 250 255 

Leu lie Gly Val Pro Arg Gly Phe Leu Asp Gly Leu Gin Glu Asp Cys 

260 265 270 

Lys Glu Asn Phe Phe Glu Ala Leu Ala Val Met Glu Arg Glu Gly Ser 

275 - 280 285 

Arg lie lie Asp Val Asp Leu Ser Val Leu Lys His Ala Val Pro Val 

290 295' 300 

Tyr Tyr lie Val Ala Ser Ala Glu Ala Ala Thr Asn Leu Ala Arg Phe 
305 310 315 320 

Asp Gly Val Arg Tyr Gly His Arg Cys Ala Gin Ala Asp Asn Met His 

325 330 335 

Glu Met Tyr Ala Arg Ser Arg Lys Glu Gly Phe Gly Lys Glu Val Thr 

340 345 350 

Arg Arg lie Leu Leu Gly Asn Tyr Val Leu Ser Ala Glu Arg Gin Asn 

355 360 365 

lie Phe Tyr Lys Lys Gly Met Ala Val Arg Ala Arg Leu lie Asp Ala 

370 375 380 

Phe Gin Ala Ala Phe Glu Arg Cys Asp Val lie Ala Met Pro Val Cys 
385 390. 395 400 

Ala Thr Pro Ala lie Arg Asp Gin Asp Val Leu Asp Pro Val Ser Leu 
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405 410 415 

Tyr Leu Gin Asp lie Tyr Thr Val Ala Val Asn Leu Ala Tyr Leu Pro 

420 425 430 

Ala lie Ser Val Pro Ser Gly Leu Ser Lys Glu Gly Leu Pro Leu Gly 

435 440 445 

Val Gin Phe lie Gly Glu Arg Gly Ser Asp Gin Gin lie Cys Gin Val 

450 455 460 

Gly Tyr Ser Phe Gin Glu His Ser Gin lie Lys Gin Leu Tyr Pro Lys 
465 470 475 480 

Ala Val Asn Gly Leu Phe Asp Gly Gly lie Glu 
485 490 



(2) INFORMATIONS POUR LA SEQ ID NO: 473: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 125 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 4689 06 469280 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 473: 



Gly 


Phe 


Phe 


Cys 


Phe 


Lys 


Lys 


Phe 


Gly 


Gly 


Phe 


Phe 


Phe 


Phe 


Leu 


Gly 


1 








5 










10 










15 




Ser 


Cys 


Leu 


Pro 


Phe 


Phe 


Gly 


Leu 


Glu 


Val 


Ala 


Gly 


Phe 


Phe 


Phe 


Asn 






20 










25 










30 






Gin 


Gly 


Gly 


He 


Leu 


Phe 


Phe 


Ala 


Lys 


Asn 


Ala 


Ala 


Leu 


Glu 


Leu 


Glu 




35 










40 










45 








Asp 


Ala 


His 


Val 


Glu 


Glu 


Phe 


Val 


Thr 


Ser 


Met 


Asn 


Asp 


Val 


He 


Ala 


50 










55 










60 










Leu 


Met 


Gin 


Glu 


Val 


He 


Ala 


He 


Asp 


He 


Ser 


Asp 


He 


He 


Leu 


Glu 


65 










70 










75 










80 


Ala 


Thr 


Val 


His 


His 
85 


Phe 


Val 


Gly 


Pro 


Glu 
90 


Asp 


Leu 


Arg 


Glu 


Asp 
95 


Met 


Val 


Thr 


Ser 


Asp 
100 


Phe 


Thr 


Gin 


Glu 


Glu 
105 


Phe 


Leu 


Ser 


Asn 


Val 
110 


Pro 


Val 


Ser 


Leu 


Gly 
115 


Gly 


Leu 


Val 


Lys 


Val 
120 


Pro 


Thr 


Val 


He 


Lys 
125 









(2) INFORMATIONS POUR LA SEQ ID NO: 474: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 109 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 4693 4 9 4 69 67 5 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 474: 
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lie 


Val 


Lys 


Lys 


lie 


Thr 


Lys 


Ser 


Glu 


Leu 




J L fcr 




Leu 


Arg 


Trp 


1 








5 










10 










1 s 

X —J 




Arg 


Asp 


Val 


Met 


Leu 


Cys 


Lys 


Val 


Cys 


Ar g 


Gly 


Leu 




C Q >- 


Leu 


J. J. e 








20 










25 










3 0 






Val 


Val 


Leu 


Gly 


Ala 


lie 


Asn 


Thr 


Gly 


He 


Leu 


Gly 


Val 


Thr 


Gly 


Tyr 






35 










40 ■ 










45 








Lys 


Val 


Asn 


Leu 


Leu 


Thr 


His 


Leu 


Leu 


Gly 


Glu 


Gly 


Thr 


Met 


Trp 


Thr 




50 










55 










60 










Gin 


Ala 


Ala 


Tyr 


Val 


Val 


Thr 


Gly 


He 


Ala 


Gly 


Val 


Met 


Val 


Cys 


Leu 


65 










70 










75 










80 


Asn 


Phe 


Leu 


Lys 


Cys 


Cys 


Phe 


Lys 


Lys 


Arg 


His 


Glu 


Asp 


Cys 


Cys 


Ser 










85 










90 










95 




Ser 


Lys 


Gly 


Gly 


Cys 


His 


His 


His 


His 


Met 


Asp 


Arg 


Glu 









100 105 



(2) INFORMATIONS POUR LA SEQ ID NO : 47 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 4 67 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (469826 471226 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 475: 



Ser 


Tyr 


Cys 


Ser 


Trp 


Cys 


Lys 


Phe 


Trp 


Glu 


Glu 


Tyr 


Ser 


Pro 


Ser 


Ala 


1 








5 










10 










15 




Ala 


Arg 


Gly 


Leu 


Arg 


Leu 


Met 


Phe 


Thr 


Asp 


Phe 


Trp 


Arg 


Thr 


Arg 


Val 








20 










25 










30 






Leu 


Arg 


Gin 


Thr 


Ser 


Pro 


Met 


Asp 


Val 


Val 


Phe 


Gly 


Asn 


Leu 


Asp 


Val 






35 










40 










45 








Asn 


Glu 


Ala 


Arg 


Leu 


Met 


Ala 


Ala 


Tyr 


Thr 


Ser 


Glu 


Cys 


Ala 


Asp 


Tyr 




50 










55 










60 










Leu 


Glu 


Ala 


His 


Asp 


Leu 


Ala 


Gly 


Pro 


Asp 


Gly 


Val 


Ala 


Ala 


Ala 


Arg 


65 










70 










75 










80 


Glu 


He 


Ala 


Gin 


Arg 


Trp 


Asp 


Lys 


Arg 


Val 


Arg 


Asp 


Leu 


Gin 


Asp 


Lys 










85 










90 










95 




Gly 


Ala 


Ala 


Gin 


Lys 


Leu 


Leu 


Asn 


Asp 


Pro 


Leu 


Gly 


Arg 


Arg 


Thr 


Pro 








100 










105 










110 






Asn 


Tyr 


Gin 


Ser 


Lys 


Asn 


Pro 


Gly 


Glu 


Tyr 


Thr 


Val 


Gly 


Asn 


Ser 


Met 






115 










120 










125 








Phe 


Tyr 


Asp 


Gly 


Pro 


Gin 


Val 


Ala 


Asn 


Leu 


Gin 


Asn 


Val 


Asp 


Thr 


Gly 




130 










135 










140 










Phe 


Trp 


Leu 


Asp 


Met 


Ser 


Asn 


Phe 


Ser 


Asp 


Val 


Val 


Leu 


Ser 


Arg 


Glu 


145 










150 










155 










160 


He 


Gin 


Thr 


Gly 


Leu 


Arg 


Ala 


Arg 


Ala 


Thr 


Leu 


Glu 


Glu 


Ser 


Met 


Pro 










165 










170 










175 




Met 


Leu 


Glu 


Asn 


Leu 


Glu 


Glu 


Arg 


Phe 


Arg 


Arg 


Leu 


Gin 


Glu 


Thr 


Cys 








180 










185 










190 






Asp 


Ala 


Ala 


Arg 


Thr 


Glu 


He 


Glu 


Glu 


Ser 


Gly 


Trp 


Thr 


Arg 


Glu 


Ser 






195 










200 










205 








Ala 


Ser 


Arg 


Met 


Gly 


Gly 


Asp 


Glu 


Thr 


Gin 


Gly 


Pro 


Ser 


Arg 


Ala 


Gin 




210 










215 










220 










Gin 


Ala 


Phe 


Gin 


Ser 


Phe 


Val 


Asn 


Glu 


Cys 


Asn 


Ser 


He 


Glu 


Phe 


Ser 
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Phe 


Gly 


Ser 


Phe 


Arg 


Gly 


Leu 


val 








260 


Cys 


Lys 


Gly 


Ser 






275 




Glu 


Gly 


Ala 


Ser 




29 0 






Gly 


Tin 

lie 


LjIU 


bin 


3 05 








Asp 


Trp 


Arg 


Arg 


lie 


Tyr 


Glu 


lie 








~i A A 


Glu 


Thr 


Arg 


Arg 










Arg 


Ala 




Asp 




j / u 






Arg 


Se r 


Pro 


iyr 


3 85 








Asn 


Met 


Asp 


Val 


Val 


Ala 


Gly 


Met 








420 


Pro 


Asn 


Ser 


Gin 






435 




Gly 


Ser 


Gin 


Thr 




450 






Asp 


Arg 


Glu 




465 









230 

Gly Glu His Val 
245 

Ala Ala Gly Glu 

Thr His Arg Tyr 
280 

Leu Ala Glu Thr 
295 

Gly Ala Asp Gly 
310 

Gly Val Pro Ser 
325 

Met Met Pro lie 

Ser Phe Ala Val 
360 

Tyr Asp Leu Pro 
375 

Pro Thr Pro Pro 
390 

Glu Ala Gly Phe 
405 

Tyr Asn Tyr Val 

Gin Val Glu Gly 
440 

Phe Ser Asn Leu 
455 



235 

Arg Val Leu Cys 
250 

Ala lie Arg Arg 
265 

Ala Pro Arg Asp 

Leu Ala Arg Phe 
300 

Thr Tyr Asp lie 
315 

lie Glu Gly Glu 
330 

Tyr Glu Val Met 
345 

Gin Gin Gly His 

Arg Ala Ser Asp 
380 

Leu Pro Ser Arg 
395 

Arg Glu Ala Val 
410 

Val Thr Gin Pro 
425 

lie Leu Arg Asp 

Met Gin Arg Trp 
460 



ft 1 —1 

Ala 


Arg 


val 


Ser 






"> c c 
zbb 




Cys 


Phe 


Ser 


Cys 




Z / V 






Asp 


Leu 


Ser 


Pro 


-> o c 








Ala 


Asp 


Asp 


Met 


Pro 


Trp 


Val 


Asp 








Ton 


Gly 


Ser 


Ala 


Ser 






~3 -3 rz 
Job 




Asn 


Met 


Asp 


Leu 




OCA 






Tyr 


~l > _ 

oin 


Asp 


Pro 


ODD 










Asp 


Leu 


Pro 


Tyr 


Gin 


Leu 


Gin 








400 


Tyr 


Ala 


Ser 


Phe 






415 




Gin 


Glu 


Arg 


lie 




430 






Met 


Leu 


Thr 


Asn 


445 








Asp 


Arg 


Glu 


Val 



(2) INFORMATIONS POUR LA SEQ ID NO: 476: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 173 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE JSENOME : complement ( 47 1 1 0 6 .. 47 1 624 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 47 6: 



Val 


Phe 


He 


Leu 


Val 


Leu 


Gly 


Trp 


Phe 


Val 


Met 


Ser 


He 


Gly 


Gly 


Val 


1 








5 










10 










15 




Gly 


Gly 


Asn 


Gly 
20 


Asn 


Ser 


Arg 


He 


Pro 
25 


Ser 


His 


Asn 


Gly 


Asp 
30 


Gly 


Ser 


Asn 


Arg 


Arg 
35 


Ser 


Gin 


Asn 


Thr 


Lys 
40 


Gly 


Asn 


Asn 


Lys 


Val 
45 


Glu 


Asp 


Arg 


Val 


His 
50 


Ser 


Leu 


Tyr 


Ser 


Ser 
55 


Leu 


Ser 


Asn 


Glu 


Asn 
60 


Arg 


Glu 


Ser 


Pro 


Tyr 


Pro 


Val 


Val 


Asp 


Val 


Ser 


Ser 


Met 


He 


Glu 


Ser 


Thr 


Pro 


Thr 


Ser 


65 










70 










75 










80 


Gly 


Glu 


Thr 


Pro 


Arg 
85 


Ala 


Ser 


Arg 


Gly 


Val 
90 


Phe 


Ser 


Arg 


Phe 


Gin 
95 


Arg 
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Gly Leu Gly Arg Val Ala Asp Lys 
100 

Trp Gly Ser Val Ser Thr Arg Arg 
115 120 
Ser Gly Ser Ser Ser Arg Thr Ala 

130 135 
lie Leu Leu Gin Gin Leu Glu Gly 
145 150 
Gly Glu Leu Gly Phe Tyr Ala Arg 
165 



Val Arg Arg Ala Val Gin Cys Ala 
105 110 
Ser Ser Ala Thr Arg Ala Val Glu 
125 

Arg Gly Ala Ser Ser Gly Arg Ser 
140 

Cys Val Leu Cys Ser Gin lie Ser 
155 160 
Pro Leu Leu Trp Met 
170 



(2) INFORMATIONS POUR LA SEQ ID NO: 477: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 438 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 47 19 54 473 2 67 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 477: 

Val Lys Pro Pro Ser Ser Leu Lys lie Leu lie Met Ser Ser Val His 

15 10 15 

Phe Leu Arg Thr Val Pro Trp Arg Ala Ser Phe Leu Leu Phe Val Leu 

20 25 30 

Met His His Lys Thr lie Pro Leu Tyr Val Leu Gly Asn Ser Tyr Cys 

35 40 45 

Trp Phe Val Ser Lys Leu His lie Thr Asp Pro Lys Glu Ala Leu Phe 

50 55 60 

Lys Glu Lys Gly Asp Leu Ser lie Gin Asn Phe Arg Phe Leu Ser Phe 
65 70 75 80 

Thr Asp Cys Ser Ser Lys Glu Ser Ser Pro Ser lie He His Gin Lys 

85 90 95 

Asn Gly Gin Leu Ser Leu Arg Asn Asn Gly Ser Met Ser Phe Cys Arg 

100 105 110 

Asn His Ala Glu Gly Ser Gly Gly Ala He Ser Ala Asp Ala Phe Ser 

115 120 125 

Leu Gin His Asn Tyr Leu Phe Thr Ala Phe Glu Glu Asn Ser Ser Lys 

130 135 140 

Gly Asn Gly Gly Ala He Gin Ala Gin Thr Phe Ser Leu Ser Arg Asn 
145 150 155 160 

Val Ser Pro He Ser Phe Ala Arg Asn Arg Ala Asp Leu Asn Gly Gly 

165 170 175 

Ala He Cys Cys Ser Asn Leu He Cys Ser Gly Asn Val Asn Pro Leu 

180 185 190 

Phe Phe Thr Gly Asn Ser Ala Thr Asn Gly Gly Ala He Cys Cys He 

195 200 205 

Ser Asp Leu Asn Thr Ser Glu Lys Gly Ser Leu Ser Leu Ala Cys Asn 

210 215 220 

Gin Glu Thr Leu Phe Ala Ser Asn Ser Ala Lys Glu Lys Gly Gly Ala 
225 230 235 240 

He Tyr Ala Lys His Met Val Leu Arg Tyr Asn Gly Pro Val Ser Phe 

245 250 255 

He Asn Asn Ser Ala Lys He Gly Gly Ala He Ala He Gin Ser Gly 



1223 



260 

Gly Ser Leu Ser 
275 

Asn Ser Gin Arg 
290 

Leu Glu Lys Asp 
305 

lie Leu Phe Phe 

Pro Leu Pro Ser 
340 

Thr Ala Ser Pro 
355 

Phe Ser Ser Glu 
370 

Thr Ser Gin Leu 
385 

Leu Lys Asp Arg 

Gin Ala Leu Leu 
420 

Asp Leu Lys Leu 
435 



lie Leu Ala Gly 
280 

Thr Ser Asp Gin 
295 

Ala lie Leu Ser 
310 

Asp Pro lie Val 
325 

Ser Leu Gin Ala 

Leu Val lie Gin 
360 

Arg Leu Ser Glu 
375 

Gin Gin Pro lie 
390 

Ala Val Leu Ser 
405 

lie Met Glu Ala 
Leu Arg 



265 

Glu Gly Ser Val 

Gly Leu Val Arg 
300 

Ser Leu Glu Ala 
315 

Gin Glu Ser Ser 
330 

Ser Val Thr Ser 
345 

Thr Ser Ala Asn 

Glu Glu Lys Thr 
380 

Glu Leu Lys Ser 
3 95 

Ala Pro Ser Leu 
410 

Gly Thr Ser Leu 
425 



270 

Leu Phe Gin Asn 
285 

Asn Ala lie Tyr 

Arg Asn Gly Asp 
320 

Ser Lys Glu Ser 
335 

Pro Thr Pro Ala 
350 

Arg Ser Val lie 
365 

Pro Asp Asn Leu 

Gly Arg Leu Val 
400 

Ser Gin Asp Pro 
415 

Lys Thr Ser Ser 
430 



(2) INFORMATIONS POUR LA SEQ ID NO: 478: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 148 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 473252 473 69 5 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 478: 

Phe Glu Val Thr Thr Leu Ser lie Pro Leu His Ser Leu Asp Thr Glu 

15 10 15 

Lys Ser Val Thr lie His Ala Pro Asn Leu Ser lie Gin Lys He Phe 

20 25 30 

Leu Ser Asn Ser Gly Asp QJ.u Asn Phe Tyr Glu Asn Val Glu Leu Leu 

35 40 45 

Ser Lys Glu Gin Asn Asn He Pro Leu Leu Thr Leu Pro Lys Glu Gin 

50 55 60 

Ser His Leu His Leu Pro Asp Gly Asn Leu Ser Ser His Phe Gly Tyr 
65 70 75 80 

Gin Gly Asp Trp Thr Phe Ser Trp Lys Asp Ser Asp Glu Gly His Ser 

85 90 95 

Leu He Ala Asn Trp Thr Pro Lys Asn Tyr Val Pro His Pro Glu Arg 

100 105 110 

Gin Ser Thr Leu Val Ala Asn Thr Leu Trp Asn Thr Tyr Ser Asp Met 

-115 120 125 

Gin Ala Val Gin Ser Met He Asn Thr Thr Ala His Gly Gly Ala Tyr 

130 135 140 

Leu Phe Gly Thr 
145 
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(2) INFORMATIONS POUR LA SEQ ID NO : 47 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 182 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 473 982 474527 



(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 479: 



Lys 


Gin 


Asn 


He 


Gly 


Ser 


Phe 


Ser 


Lys 


Glu 


Gly 


Phe 


Gly 


Ser 


Trp 


His 


1 








5 










10 










15 




Ser 


Val 


Ala 


Val 


Ser 


Gly 


Glu 


Val 


Cys 


Ala 


Ser 


He 


Pro 


He 


Val 


Ser 








20 










25 










30 






Asn 


Gly 


Ser 


Gly 


Leu 


Phe 


Ser 


Ser 


Phe 


Ser 


He 


Phe 


Ser 


Lys 


Leu 


Gin 






35 










40 










45 








Gly 


Phe 


Ser 


Gly 


Thr 


Gin 


Asp 


Gly 


Phe 


Glu 


Glu 


Ser 


Ser 


Gly 


Glu 


He 




50 










55 










60 










Arg 


Ser 


Phe 


Ser 


Ala 


Ser 


Ser 


Phe 


Arg 


Asn 


He 


Ser 


Leu 


Pro 


He 


Gly 


65 










70 










75 










80 


He 


Thr 


Phe 


Glu 


Lys 


Lys 


Ser 


Gin 


Lys 


Thr 


Arg 


Thr 


Tyr 


Tyr 


Tyr 


Phe 










85 










90 










95 




Leu 


Gly 


Ala 


Tyr 


He 


Gin 


Asp 


Leu 


Lys 


Arg 


Asp 


Val 


Glu 


Ser 


Gly 


Pro 








100 










105 










110 






Val 


Val 


Leu 


Leu 


Lys 


Asn 


Ala 


Val 


Ser 


Trp 


Asp 


Ala 


Pro 


Met 


Ala 


Asn 






115 










120 










125 








Leu 


Asp 


Ser 


Arg 


Ala 


Tyr 


Met 


Phe 


Arg 


Leu 


Thr 


Asn 


Gin 


Arg 


Ala 


Leu 




130 










135 










140 










His 


Arg 


Leu 


Gin 


Thr 


Leu 


Leu 


Asn 


Val 


Ser 


Cys 


Val 


Leu 


Arg 


Gly 


Gin 


145 










150 










155 










160 


Ser 


He 


Val 


Thr 


Pro 


Trp 


He 


Trp 


Gly 


His 


Leu 


Gin 


Val 


Leu 


Val 


Pro 










165 










170 










175 




Leu 


Pro 


Ser 


He 


Ala 


Phe 























180 



(2) INFORMATIONS POUR LA SEQ ID NO: 480: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 199 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 474 6 02 .. 47 51 98 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 480: 

He Met Val Cys Pro Leu Arg Asn Cys Cys Thr Ser His Thr Ser Thr 

15 10 15 

Glu Asn Leu Pro Met Glu Glu Thr Ser Pro Leu Val Glu Ala He Val 
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20 










25 










30 








Ala 


Val 
J D 


o ±n 


J. J.1JL. 




Leu 


Thr 
40 


Val 


Ala 


Lys 


His 


Thr 
45 


Glu 


Asn 


Ala 


Lys 


vai 
50 


Tyr 


Asn 


pin 


Lys 


55 


Lys 


Arg 


Tyr 


His 


Gin 
60 


Thr 


Gly 


Cys 


J. i 


Arg 


bin 


Leu. 


Lys 


Lys 


Leu 


f ,01 1 
LicU 


v_ y o 


Cys 


Cys 


Cys 


Pro 


Lys 


Glu 


Lys 


Pro 


b b 










7 n 










75 










80 


val 


Ser 




Ser 


T"| Q 

85 


Thr 


Ala 


Leu 


Ser 


Leu 
90 


li f 


Met 


Gin 


Ser 


His 
95 


He 


Pro 


Thr 


Arg 


Gly 
100 


Leu 


Leu 


vax 


v a J. 


Gly 
105 


Tyr 




Va± 


±yr 


110 




oiy 


vai 


Arg 


Trp 


r* 1 1 n 

(jIU 


Ala 


Tl p 


Leu 


Glu 


Gly Glu 


Thr 


Leu 


Ser 


Pro 


Glv 


Asp 






115 










120 










125 








Arg 


Ala 
130 


Gin 


Leu 


Asp 


Ala 


Cys 
135 


Leu 


Glu 


Ser 


Ala 


Gin 
140 


Val 


Arg 


Leu 


Ala 


Gly 


Leu 


Met 


Leu 


Asn 


Tyr 


Trp 


Asp 


Gly Asp 


Phe 


Pro 


Gly 


Tyr 


Gly 


Thr 


145 










150 










155 










160 


Ser 


Gly 


Gly 


Arg 


Phe 
165 


Ser 


Pro 


Arg 


Met 


Gin 
170 


Glu 


Asp 


He 


He 


Ala 
175 


Arg 


Phe 


Arg 


Asp 


Lys 
180 


Val 


Gly 


He 


Cys 


Glu 
185 


Leu 


Thr 


Asp 


Ala 


Val 
190 


Ala 


Leu 


Lys 


His 


Phe 


Cys 


Arg 


Arg 


Thr 





















(2) INFORMATIONS POUR LA SEQ ID NO : 481: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 305 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 47 5 6 13 .. 47 6 527 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 481: 



GlU 


Thr 


Phe 


Thr 


Asn 


Gly 


Leu 


Lys 


Glu 


His 


Tyr 


Val 


Ser 


Arg 


Asp 


Val 


1 








5 










10 










15 




Gly 


Phe 


Val 


Ala 


Ser 


Leu 


His 


Ala 


Leu 


Gly 


Asp 


Tyr 


He 


Leu 


Asn 


Tyr 








20 










25 










30 






Thr 


Gin 


Asp 


Asp 


Arg 


Asp 


Gly 


Phe 


Leu 


Ala 


Arg 


Tyr 


Gly 


Gly 


Phe 


Gin 






35 










40 










45 








Ala 


Thr 


Ala 


Ala 


Cys 


His 


Tyr 


Glu 


Asn 


Gly 


Ser 


He 


Phe 


Gly 


Val 


Ala 




50 










55 










60 










Phe 


Gly 


Gin 


Leu 


Tyr 


Gly 


Gin 


Thr 


Lys 


Ser 


Arg 


Met 


Tyr 


Tyr 


Ser 


Lys 


65 










70 










75 










80 


Asp 


Ala 


Gly 


Asn 


Met 


Thr 


Met 


Leu 


Ser 


Cys 


Phe 


Gly 


Arg 


Ser 


Tyr 


Val 










85 










90 










95 




Asp 


He 


Lys 


Gly 


Thr 


Glu 


Thr 


Val 


Val 


Tyr 


Trp 


Glu 


Thr 


Ala 


Tyr 


Gly 








100 










105 










110 






Tyr 


Ser 


Val 


His 


Arg 


Met 


His 


Thr 


Gin 


Tyr 


Phe 


Asn 


Asp 


Lys 


Thr 


Gin 






115 










120 










125 








Lys 


Phe 


Asp 


His 


Ser 


Lys 


Cys 


His 


Trp 


His 


Asn 


Asn 


Asn 


Tyr 


Tyr 


Ala 




130 










13 5 










140 










Phe 


Val 


Gly 


Ala 


Glu 


His 


Asn 


Phe 


Leu 


Glu 


Tyr 


Cys 


He 


Pro 


Thr 


Arg 



145 150 155 160 
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Gin Phe Ala Arg Asp 
165 

Ala Gly Gly Trp Ser 
180 

Tyr Phe Ala Arg Gly 
195 

Val Val His Ala Val 
210 

Thr Leu Asn Met Gly 
225 

Cys Asn Met Glu lie 
245 

Ser Pro Leu Ala Arg 
260 

Tyr lie His His Phe 
275 

Arg Arg Arg Gin Thr 
290 

Phe 
305 



Tyr Glu Leu Ala Gly 
170 

Ser Ala Thr Gin Glu 
185 

Ala Gly His Asn Met 
200 

Ser His Val Arg Arg 
215 

Tyr Xaa Pro Asp lie 
230 

He Ala Asn Gly Val 
250 

His Ala Phe Phe Leu 
265 

Gly Arg Ala Tyr Met 
280 

Ala His Phe Val Ser 
295 



Phe Met Arg Phe Glu Met 
175 

Thr Gly Ser Leu Thr Arg 
190 

Ser Leu Pro He Gly He 
205 

Ser Pro Leu Ser Lys Leu 
220 

Trp Arg Val Thr Pro His 
235 240 
Lys Thr Pro He Gin Gly 
255 

Glu Val His Asp Thr Leu 
270 

Asn Tyr Ser Leu Asp Ala 
285 

Met Gly Leu Asn Arg He 
300 



(2) INFORMATIONS POUR LA SEQ ID NO: 482: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 708 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 47 6517 478 64 0 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 482: 

Val Leu Ala Met Pro Phe Ser Leu Arg Ser Thr Ser Phe Cys Phe Leu 

15 10 15 

Ala Cys Leu Cys Ser Tyr Ser Tyr Gly Phe Ala Ser Ser Pro Gin Val 

20 25 30 

Leu Thr Pro Asn Val Thr Thr Pro Phe Lys Gly Asp Asp Val Tyr Leu 

35 40 45 

Asn Gly Asp Cys Ala Phe Val Asn Val Tyr Ala Gly Ala Glu Glu Gly 

50 55 60 

Ser He He Ser Ala Asn Gly Asp Asn Leu Thr He Thr Gly Gin Asn 
65 70 75 80 

His Thr Leu Ser Phe Thr Asp Ser Gin Gly Pro Val Leu Gin Asn Tyr 

85 90 95 

Ala Phe He Ser Ala Gly Glu Thr Leu Thr Leu Arg Asp Phe Ser Ser 

100 105 110 

Leu Met Phe Ser Lys Asn Val Ser Cys Gly Glu Lys Gly Met He Ser 

115 120 125 

Gly Lys Thr Val Ser He Ser Gly Ala Gly Glu Val He Phe Trp Asp 

130 135 140 

Asn Ser Val Gly Tyr Ser Pro Leu Ser Thr Val Pro Thr Ser Ser Ser 
145 150 155 160 

Thr Pro Pro Ala Pro Thr Val Ser Asp Ala Arg Lys Gly Ser He Phe 

165 170 175 

Ser Val Glu Thr Ser Leu Glu He Ser Gly Val Lys Lys Gly Val Met 
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180 185 190 

Phe Asp Asn Asn Ala Gly Asn Phe Gly Thr Val Phe Arg Gly Lys Asn 

195 200 205 

Asn Asn Asn Ala Gly Gly Gly Gly Ser Gly Ser Ala Thr Pro Ser Ser 

210 215 220 

Thr Thr Phe Thr Val Lys Asn Cys Lys Gly Lys Val Ser Phe Thr Asp 
225 230 235 240 

Asn Val Ala Ser Cys Gly Gly Gly Val Val Tyr Lys Gly lie Val Leu 

245 250 255 

Phe Lys Asp Asn Glu Gly Gly lie Phe Phe Arg Gly Asn Thr Ala Tyr 

260 265 270 

Asp Asp Leu Arg lie Leu Ala Ala Thr Asn Gin Asp Gin Asn Thr Glu 

275 280 285 

Thr Gly Gly Gly Gly Gly Val He Cys Ser Pro Asp Asp Ser Val Lys 

290 295 300 

Phe Glu Gly Asn Lys Gly Ser He Val Phe Asp Tyr Asn Phe Ala Lys 
305 , 310 315 320 

Gly Arg Gly Gly Ser He Leu Thr Lys Glu Phe Ser Leu Val Ala Asp 

325 330 335 

Asp Ser Val Val Phe Ser Asn Asn Thr Ala Glu Lys Gly Gly Gly Ala 

340 345 350 

He Tyr Ala Pro Thr He Asn Met Ser Thr Asn Gly Gly Ser He Leu 

355 360 365 

Phe Glu Arg Asn Arg Ala Ala Glu Gly Gly Ala He Cys Val Ser Ala 

370 375 380 

Ala Ser Ser Gly Ser Thr Gly Lys Leu Thr Leu Ser Ala Ser Asp Gly 
385 390 395 400 

Asp He Val Phe Ser Gly Asn Met Thr Ser Asp Arg Pro Gly Glu Arg 

405 410 415 

Ser Ala Val Arg He Leu Ser Ser Gly Thr Thr Val Ala Leu Asn Ala 

420 425 430 

Ser Gly Leu Ser Lys Leu He Phe His Asp Pro Val Val Gin He Asn 

435 440 445 

Ser Ala Ala Ala Ala Ser Thr Pro Ser Pro Ser Ser Ser Ser Thr Pro 

450 455 460 

Ala Ala Val Thr He Asn Gin Ser Gly Asn Gly Ser Val He Phe Thr 
465 470 475 480 

Ala Glu Ser Leu Thr Pro Ser Glu Lys Leu Gin Val Leu Asn Ser Thr 

485 490 495 

Ser Asn Phe Pro Gly Thr Leu Thr Val Ser Gly Gly Glu Leu Val Val 

500 505 510 

Thr Glu Gly Ala Thr Leu Thr Thr Gly Thr He Thr Ala Thr Ser Gly 

515 520 525 

Arg Val Ser Leu Gly Ser Gly Ala Ser Leu Ser Ala Val Ala Gly Ala 

530 535 540 

Ala Asn Asn Asn Tyr Thr Cys Thr Val Ser Lys Leu Gly He Asp Leu 
545 550 555 560 

Glu Ser Phe Leu Thr Pro Asn Tyr Lys Thr Ala He Leu Gly Ala Tyr 

565 570 575 

Gly Thr Val Thr Val Lys Arg Gly Ser Thr Leu Asp Leu Val Met Glu 

580 585 590 

Asn Glu Ala Glu Val Tyr Asp Asn Pro Leu Phe Val Gly Ser Leu Thr 

595 600 605 

He Pro Phe Val Thr Leu Ser Ser Ser Ser Thr Arg Ser Gly Val Met 

610 615 620 

Val Ala Gly Val Cys Asp Val Asp Ala Asp Ala Ala His Tyr Gly Tyr 
625 630 635 640 

Gin Gly Ser Trp Ser Ala Asp Trp Thr Lys Pro Pro Leu Ala Pro Asp 
645 650 655 
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Ala Lys Gly Met Val Pro Pro Asn Thr Ser Asn Thr Leu Tyr Leu Thr 

660 665 670 

Trp Arg Pro Ala Ser Asn Tyr Gly Glu Tyr Arg Leu Asp Pro Gin Arg 

675 680 685 

Lys Gly Glu Leu Val Pro Asn Ser Leu Trp Val Ala Gly Ser Ala Leu 

690 695 700 

Arg Asn Leu Tyr 
705 



(2) INFORMATIONS POUR LA SEQ ID NO: 483: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 140 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui . 



(viii) POSITION DANS LE GENOME: complement ( 47 8 6 65 47 9 084 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 483: 



Leu 


Tyr 


Leu 


Asn 


Glu 


Leu 


Arg 


Pro 


Phe 


Val 


Gin 


Ala 


Glu 


Phe 


Ser 


Tyr 


1 








5 










10 










15 




Ala 


Asp 


His 


Glu 


Ser 


Phe 


Thr 


Glu 


Glu 


Gly 


Asp 


Gin 


Ala 


Arg 


Ala 


Phe 








20 










25 










30 






Lys 


Ser 


Gly 


His 


Leu 


Leu 


Asn 


Leu 


Ser 


Val 


Pro 


Val 


Gly 


Val 


Lys 


Phe 






35 










40 










45 








Asp 


Arg 


Cys 


Ser 


Ser 


Thr 


His 


Pro 


Asn 


Lys 


Tyr 


Ser 


Phe 


Met 


Ala 


Ala 




50 










55 










60 










Tyr 


He 


Cys 


Asp 


Ala 


Tyr 


Arg 


Thr 


He 


Ser 


Gly 


Thr 


Glu 


Thr 


Thr 


Leu 


65 










70 










75 










80 


Leu 


Ser 


His 


Gin 


Glu 


Thr 


Trp 


Thr 


Thr 


Asp 


Ala 


Phe 


His 


Leu 


Ala 


Arg 










85 










90 










95 




His 


Gly 


Val 


Val 


Val 


Arg 


Gly 


Ser 


Met 


Tyr 


Ala 


Ser 


Leu 


Thr 


Ser 


Asn 








100 










105 










110 






He 


Glu 


Val 


Tyr 


Gly 


His 


Gly 


Arg 


Tyr 


Glu 


Tyr 


Arg 


Asp 


Ala 


Ser 


Arg 






115 










120 










125 








Gly 


Tyr 


Gly 


Leu 


Ser 


Ala 


Gly 


Ser 


Arg 


Val 


Arg 


Phe 












130 










135 










140 











(2) INFORMATIONS POUR LA SEQ ID NO: 484: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 212 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 47 9 088 . 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 484: 
Gly Met Arg Cys Leu Ser Met Ala He Lys Glu Ala Gly 



.479723) 



Ser Leu Arg 
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1 

X 








5 










10 










15 






lie 




Asn 


XXIX 


Ala 


Asn 


As n 


Gly 


Pro 


Tvr 
xy x 


Thr 


Leu 


Lys 


Ala 


Thr 








2 0 










25 










30 






Trp 


T»V\ v 

± njL 


Lys 


T>V-\ -v- 
lllX 


«iy 


xyr 




irX w 


Gly 


Pro 


Glu 


Arg 


Val 


Ala 


Ser 


Leu 






-J C 










40 










45 








val 


Pro 


Asn 


Ser 


Leu 


x xp 


Gly 


Ser 


He 


Leu 


Asp 


He 


Arg 


Ser 


Ala 


His 




50 










55 










60 










Ssr 


r\. X Ct 


Tip 
lie 


Vjj JL 11 


Ala 


Ser 


Val 


Asp 


Gly 


Arg 


Ser 


Tvr 

j.y ±. 


Cvs 


Arg 


Gly 


Leu 


D — > 










70 










75 










80 


Trp 


Val 


Ser 


x _y 


V d X 


oci 


Asn 


Phe 


Phe 


xy x 


His 


Asp 


Arg 


Asp 


Ala 


Leu 










85 










90 










95 










xyr 


Ar g 


iyr 


Tip 
lie 


Ser 


Gly 


Gly 


j.y x 


S er 


Leu 


Gly 


Ala 


Asn 








100 










105 










110 






Ser 


Tyr 




oiy 




Ser 


Met 


Phe 


Gly 


Leu 


Ala 


Phe 


Thr 


Glu 


Val 


Phe 






IIS 

X X ~D 










120 










125 








vjj jl y 


Arg 


Ser 


Lys 


Asp 


xy x 


Val 


Val 


Cvs 


Arg 


Ser 


Asn 


His 


His 


Ala 


Cys 




1 TO 
X -> \J 










13 5 










140 










He 


Gly 


Ser 


Val 


Tyr 


Leu 


Ser 


Thr 


Gin 


Gin 


Ala 


Leu 


Cys 


Gly 


Ser 


Tyr 


145 










150 










155 










160 


Leu 


Phe 


Gly 


Asp 


Ala 


Phe 


He 


Arg 


Ala 


Ser 


Tyr 


Gly 


Phe 


Gly 


Asn 


Gin 










165 










170 










175 




His 


Met 


Lys 


Thr 


Ser 


Tyr 


Thr 


Phe 


Ala 


Glu 


GlU 


Ser 


Asp 


Val 


Arg 


Trp 








180 










185 










190 






Asp 


Asn 


Asn 


Cys 


Leu 


Ala 


Gly 


Glu 


He 


Gly 


Ala 


Gly 


Leu 


Pro 


He 


Val 






195 










200 










205 








He 


Thr 


Pro 


Ser 



























210 



(2) INFORMATIONS POUR LA SEQ ID NO: 485: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 115 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 47 9 668 . 480 012 ) 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 485: 



Ser 


Val 


Asp 


His 


Ala 


Phe 


Gin 


Ser 


Ala 


Phe 


Val 


Ser 


Phe 


Phe 


Phe 


Val 


1 








5 










10 










15 




Ser 


Lys 


Gin 


Cys 


Ser 


Tyr 


Glu 


Ser 


Ser 


Tyr 


Gin 


Ser 


Ser 


Ser 


Ala 


Arg 








20 










25 










30 






Phe 


Ser 


He 


Leu 


Gin 


Ser 


Leu 


Val 


Ala 


Gin 


Leu 


Leu 


Val 


Leu 


Leu 


Gin 






35 










40 










45 








Leu 


Val 


Gly 


Leu 


Ser 


Phe 


Leu 


Arg 


He 


Trp 


Met 


He 


Gin 


Leu 


Asn 


Asp 




50 










55 










60 










Arg 


Tyr 


Asp 


Trp 


Leu 


Gly 


Ser 


Asn 


Gin 


Lys 


He 


Asn 


Val 


Leu 


Lys 


Leu 


65 










70 










75 










80 


Gin 


Leu 


Gly 


Thr 


Lys 


Pro 


Pro 


Ala 


Asn 


Ala 


Pro 


Ser 


Asp 


Leu 


Thr 


Leu 










85 










90 










95 




Gly 


Asn 


Glu 


Met 


Pro 


Lys 


Tyr 


Gly 


Tyr 


Gin 


Gly 


Ser 


Trp 


Lys 


Leu 


Ala 



100 105 110 



Trp Asp Ser 
115 
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(2) INFORMATIONS POUR LA SEQ ID NO: 486: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 524 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (479895 481466) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 486: 



vai 
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Ser 
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Ser 
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Asn 


Ser 


Leu 


Leu 


Aia 
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Pro 


Ala 
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Thr 


Thr 


Asn 


Lys 


Gly 


Ser 


Gin 


Thr 


Pro 


Thr 


Thr 


inr 


Ser 


inr 


Pro 
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O VJ 


Ser 


Asn 


Gly 


Thr 
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Tyr 


Ser 


Lys 


mr 
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Leu 


Leu 


Leu 


Leu 


Asn 


Asn 
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Lys 
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Ser 
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xy 
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Ala 


Lys 


Ser 
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ne 
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va x 
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Gin 


Glu 
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Ala 


Gin 


Ala 
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Gly 


Gly 


Ala 
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Cjin 
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X f± VJ 










Thr 


Ser 


Phe 


Ser 


Ala 


Met 


Ala 


Asn 


Glu 


Ala 


Pro 


He 


Ala 


Phe 


Vai 


Ala 


145 










150 










155 










160 


Asn 


Vai 


Ala 


Gly 


Vai 


Arg 


Gly 


Gly 


Gly 


He 


Ala 


Ala 


Vai 


Gin 


Asp 


Gly 










165 










170 










175 




Gin 


Gin 


Gly 


Vai 


Ser 


Ser 


Ser 


Thr 


Ser 


Thr 


Glu 


Asp 


Pro 


Vai 


Vai 


Ser 








180 










185 










190 






Phe 


Ser 


Arg 


Asn 


Thr 


Ala 


Vai 


Glu 


Phe 


Asp 


Gly 


Asn 


Vai 


Ala 


Arg 


Vai 






195 










200 










205 








Gly 


Gly 


Gly 


He 


Tyr 


Ser 


Tyr 


Gly 


Asn 


Vai 


Ala 


Phe 


Leu 


Asn 


Asn 


Gly 




210 










215 










220 










Lys 


Thr 


Leu 


Phe 


Leu 


Asn 


Asn 


Vai 


Ala 


Phe 


Pro 


Vai 


Tyr 


He 


Ala 


Ala 


225 










230 










235 










240 


Lys 


Gin 


Pro 


Thr 


Ser 


Gly 


Gin 


Ala 


Ser 


Asn 


Thr 


Ser 


Asn 


Asn 


Tyr 


Gly 
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250 










255 




Asp 


Gly 


Gly 


Ala 


He 


Phe 


Cys 


Lys 


Asn 


Gly 


Ala 


Gin 


Vai 


Gly 


Ser 


Asn 
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265 










270 






Asn 


Ser 


Gly 


Ser 


Vai 


Ser 


Phe 


Asp 


Gly 


Glu 


Gly 


Vai 


Vai 


Phe 


Phe 


Ser 
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280 










285 








Ser 


Asn 


Vai 


Ala 


Ala 


Gly 


Lys 


Gly 


Gly 


Ala 


He 


Tyr 


Ala 


Lys 


Lys 


Leu 




290 










295 










300 










Ser 


Vai 


Ala 


Asn 


Cys 


Gly 


Pro 


Vai 


Gin 


Phe 


Leu 


Arg 


Asn 


He 


Ala 


Asn 


305 










310 










315 










320 


Asp 


Gly 


Gly 


Ala 


He 


Tyr 


Leu 


Gly 


Glu 


Ser 


Gly 


Glu 


Leu 


Ser 


Leu 


Ser 










325 










330 










335 




Ala 


Asp 


Tyr 


Gly 


Asp 


He 


He 


Phe 


Asp 


Gly 


Asn 


Leu 


Lys 


Arg 


Thr 


Ala 
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340 345 350 

Lys Glu Asn Ala Ala Asp Val Asn Gly Val Thr Val Ser Ser Gin Ala 

355 360 365 

lie Ser Met Gly Ser Gly Gly Lys lie Thr Thr Leu Arg Ala Lys Ala 

370 375 380 

Gly His Gin lie Leu Phe Asn Asp Pro lie Glu Met Ala Asn Gly Asn 
385 390 395 400 

Asn Gin Pro Ala Gin Ser Ser Lys Leu Leu Lys lie Asn Asp Gly Glu 

405 410 415 

Gly Tyr Thr Gly Asp lie Val Phe Ala Asn Gly Ser Ser Thr Leu Tyr 

420 425 430 

Gin Asn Val Thr lie Glu Gin Gly Arg lie Val Leu Arg Glu Lys Ala 

435 440 445 

Lys Leu Ser Val Asn Ser Leu Ser Gin Thr Gly Gly Ser Leu Tyr Met 

450 455 460 

Glu Ala Gly Ser Thr Leu Asp Phe Val Thr Pro Gin Pro Pro Gin Gin 
465 470 475 480 

Pro Pro Ala Ala Asn Gin Leu lie Thr Leu Ser Asn Leu His Leu Ser 

485 490 495 

Leu Ser Ser Leu Leu Ala Asn Asn Ala Val Thr Asn Pro Pro Thr Asn 

500 505 510 

Pro Pro Ala Gin Asp Ser Gin Ser Cys Ser His Trp 
515 520 



(2) INFORMATIONS POUR LA SEQ ID NO: 487: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 7 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 4814 96 48173 2 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 487: 

Leu lie Leu Ser Leu Ser Phe Cys Val Met Gin Thr Ser Phe His Lys 

15 10 15 

Phe Phe Leu Ser Met lie Leu Ala Tyr Ser Cys Cys Ser Leu Asn Gly 

20 25 30 

Gly Gly Tyr Ala Ala Glu Lie Met Val Pro Gin Gly lie Tyr Asp Gly 

35 40 45 

Glu Thr Leu Thr Val Ser Phe Pro Tyr Thr Val lie Gly Asp Pro Ser 

50 55 60 

Gly Thr Thr Val Phe Ser Ala Gly Glu Leu Thr Leu Lys Asn Pro 
65 70 75 



(2) INFORMATIONS POUR LA SEQ ID NO: 488: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 522 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 481864 483429 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 488: 

Pro Ala Met lie Lys Arg Thr Ser Leu Ser Phe Ala Cys Leu Ser Phe 

15 10 15 

Phe Tyr Leu Ser Thr lie Ser lie Leu Gin Ala Asn Glu Thr Asp Thr 

20 25 30 

Leu Gin Phe Arg Arg Phe Thr Phe Ser Asp Arg Glu lie Gin Phe Val 

35 40 45 

Leu Asp Pro Val Ser Leu lie Thr Ala Gin Asn Val Thr Phe Ser Asn 

50 55 60 

lie Asn Ser Trp Gly Arg Gly Val Cys Thr lie Ala Asp Asn Thr Gin 
65 70 75 80 

Thr Gin lie Phe Ser Asn Ser He Asn Thr Thr Ser Ala Ala Gly Gly 

85 9 0 9 5 

Val Phe Asp Met Val Thr He Ser Phe Thr Ala Ser Asn Asn Ala Asn 

100 105 110 

Leu Leu Phe Cys Asn Asn Tyr Cys Thr His Asn Lys Gly Gly Gly Ala 

115 120 125 

He Arg Ser Lys Gly Pro He Arg Phe Ser Asn Asn Gin Asp Val Leu 

130 135 140 

Phe Tyr Asn Asn Thr Thr Ala Gly Ala Gin Tyr Thr Gly Thr Gly Asn 
145 150 155 160 

Lys Ser Glu Lys Asn Arg Gly Gly Ala Leu Tyr Ala Lys Asn He Thr 

165 170 175 

Leu Thr Gly Asn Arg Thr Leu Ala Phe He Asn Asn Met Ser Gly Asp 

180 185 190 

Cys Gly Gly Ala He Ala Ala Asn Thr Gin He Ser He Thr Asp Thr 

195 200 205 

Ala Lys Gly Val Leu Phe Glu Asn Asn His Thr Leu Asn His He Pro 

210 215 220 

Asp Thr Arg Ala Glu Asn Met Ala Arg Gly Gly Ala He Cys Ser Arg 
225 230 235 240 

Lys Ser Ser Cys Ser He Ser Asn Asn Leu Gly Pro He He Phe Asn 

245 250 255 

Tyr Asn Gin Gly Gly Lys Gly Gly Ala He Ser Ala Thr Gin Cys Val 

260 265 270 

He Ser Asn Asn Glu Glu Arg He Val Phe Ser Asn Asn Ser Ser He 

275 280 285 

Gly Trp Asn Lys Ser Thr His Ala Ser Asn Gly Gly Ala He Gin Thr 

290 235 300 

Ala Gin Gly Phe Thr Leu Gin Asn Asn Lys Gly Pro He Tyr Phe Asp 
305 310 315 320 

Ser Asn Thr Ala Ala His Ala Gly Gly Ala He Asp Cys Gly Tyr He 

325 330 335 

Asp He Arg Asn Asn Gly Pro He Tyr Phe Leu Asn Asn Ser Ala Ala 

340 345 350 

Trp Gly Ala Ala Phe Asn Leu Ser Lys Leu Arg Pro Ala Thr Asn Tyr 

355 360 365 

He His Thr Gly Thr Gly Asp He Val Phe Asn Asn Asn Val Val Phe 

370 375 380 

Lys Phe Asp Ala Asn Leu Leu Gly Met Arg Lys Leu Phe His He Asn 
385 390 395 400 

Asn Asn Thr Gin Thr Pro Tyr Thr Leu Ser Leu Gly Ala Lys Glu Asp 

405 410 415 

Thr Arg He Tyr Phe Tyr Asp Leu Phe Gin Trp Glu Arg Val Arg Glu 
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420 425 430 

Pro Asn Asn Ala Gin Val Ser Pro Ser Ser Arg Asn Val lie Thr lie 

435 440 445 

Asn Pro lie Glu Glu Phe Ser Gly Ala Val Val Phe Ser Tyr Lys Gin 

450 455 460 

Met Ser Ser Asp lie Lys Thr Leu Met Gly Thr Glu His Asn Tyr lie 
465 470 475 480 

Arg Glu Ala Pro Thr Thr Leu Lys Phe Gly Thr Leu Ala lie Glu Asp 

485 490 495 

Gly Ala Glu Leu Glu Phe Phe Asp lie Pro Phe Thr Gin Asn Pro Thr 

500 505 510 

Ser Leu Leu Ala Leu Gly Ser Asp Leu Arg 
515 520 



(2) INFORMATIONS POUR LA SEQ ID NO: 489: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 521 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 483 4 02 484 9 64 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 489: 



Ser Thr Cys Phe 
1 

Lys Leu Asn lie 
20 

Glu Gly Lys Ser 
35 

Gin Asn Thr Asp 
50 

Thr Pro Met lie 
65 

Tyr Glu Ser Val 

Gin Pro lie Leu 
100 

Asn Trp Gin Asn 
115 

Gly Tyr Gin Gly 
130 

lie Thr Leu Asn 
145 

Ala Glu Gin Lys 

Thr Ala Gly lie 
180 

Ser Ser Thr Thr 
195 

Asn Trp Thr Pro 
210 

Leu lie Ala Asn 
225 



Arg Lys Arg Pro 
5 

Thr Asn Leu Gly 

Pro Pro Cys lie 
40 

Thr Gly Gin Thr 
55 

lie Phe Asn Gly 
70 

Tyr Asp Ser Met 
85 

Ser lie Glu Thr 

Ser Leu Asn Thr 
120 

Leu Trp Thr Pro 
135 

Asn Asn Ser Ser 
150 

Lys Thr Ser Glu 
165 

Pro Ser lie Lys 

Thr Asp Val Gin 
200 

Val Gly Tyr lie 
215 

Ser Leu Val His 
230 



Thr Leu Thr Val 
10 

Val lie Leu Pro 
25 

Arg Val Asn Pro 

Pro Ser Ser Thr 
60 

Arg Leu Ser lie 
75 

Asp Leu Ser Arg 
90 

Thr Asn Asp Gly 
105 

Ser Leu Leu Ser 

Asn Trp lie Thr 
140 

Ala Pro Thr Ser 
155 

Thr Phe Thr Pro 
170 

Ala Ser Ala Gly 
185 

Val Thr Arg His 

Val Asp Pro lie 
220 

Ser Gly Arg Asn 
235 



Gly Lys His Gly 
15 

lie lie Leu Lys 
30 

Gin Asp Met Thr 
45 

Ser Ser lie Ser 

Val Asp Glu Asn 
80 

Gly Lys Ala Glu 
95 

Gin Leu Gly Pro 
110 

Pro Pro His Tyr 
125 

Thr Thr Tyr Thr 

Ala Asn Ser lie 
160 

Asn Ser Thr Thr 
175 

Ser Gly Ser Gly 
190 

Thr Leu Thr Val 
205 

Arg Arg Gly Asp 

Met Thr Met Gly 
240 
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Gly 
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Trp 


Val 


Thr 


Thr 


Asn 


Thr 


Pro 
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Ala 
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His 


Ser 


465 
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Gly 


Arg 


Gly 


Ser 


His 


Ser 


Leu 


Lys 


Phe 


Ser 


His 


Leu 


Lys 


Leu 
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Ala 
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Gin 


Ala 


Glu 


Val 


Ala 
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Ser 


Thr 


Val 


Ser 


His 


Tyr 
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He 


Asn 


Ala 


Gly 


Gly 


Ala 


Leu 


Val 


Phe 

















515 520 



(2) INFORMATIONS POUR LA SEQ ID NO : 490: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 9 89 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 48489 8 .. 4878 64 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 490: 

Leu Ser Ser Arg Ser Gly Tyr Phe His Cys Leu Thr Leu His Gin Cys 

15 10 15 

Arg Arg Ser Ser Gly Leu Leu Thr Met Lys Lys Ala Phe Phe Phe Phe 

20 25 30 

Leu He Gly Ser Ser Leu Ser Gly Leu Ala Arg Glu Val Pro Ser Arg 

35 40 45 

He Phe Leu Met Pro Asn Ser Val Pro Asp Pro Thr Lys Glu Ser Leu 
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Asn 


lie 


Thr 


Lys 


Asn 


Tyr 


Gly 


Gly 


Ala 










3 25 










-~3 ~~3 r\ 
J JU 














lie 


Tyr 


Ala 


Pro 


Val 


Val 


Thr 


Leu 


Val 


Asp 


Asn 


Gly 


Pro 


Thr 


Tyr 


Phe 








340 










345 










•i cr\ 
j jU 






lie 


Asn 


Asn 


lie 


Ala 


Asn 


Asn 


Lys 


Gly 


Gly 


Ala 


1 le 


Tyr 


lie 


Asp 


/**• i ■» f- 
Gly 






3 55 










360 










J O D 








Thr 


Ser 


Asn 


Ser 


Lys 


lie 


Ser 


Ala 


Asp 


Arg 


HIS 


Ala 


lie 


lie 


pne 


Asn 




J /U 










J / D 




















Glu 


Asn 


lie 


Val 


Thr 


Asn 


val 


Thr 


Asn 


Aia 


Asn 


ly 


Thr 


Ser 




Ser 


385 










0 y u 










•5 Q C 

j y b 










/inn 
44 u u 


Ala 


Asn 


Pro 


Pro 


Arg 


Arg 


Asn 


Ala 


He 


Thr 


val 


Ala 


ser 




Ser 


Giy 










405 










Q 1 U 










/11c: 




Glu 


lie 


Leu 


Leu 


Gly 


Ala 


Gly 


Ser 


Ser 


Gin 


Asn 


Leu 


lie 


pne 


Tyr 


Asp 








42 0 










425 










% J V 






Pro 


lie 


Glu 


Val 


Ser 


Asn 


Ala 


Gly Val 


Ser 


Wis 1 

vai 


Ser 


File 


Asn 


Lys 


blU 






43 5 










440 










4i 4r J 








Ala 


Asp 


Gin 


Thr 


Gly 


Ser 


Val 


Val 


Phe 


Ser 


Gly 


Ala 


Thr 


Val 


Asn 


Ser 




450 










455 










460 










Ala 


Asp 


Phe 


His 


Gin 


Arg 


Asn 


Leu 


Gin 


Thr 


Lys 


Thr 


Pro 


Ala 


Pro 


Leu 


465 










470 










475 










480 


Thr 


Leu 


Ser 


Asn 


Gly 


Phe 


Leu 


Cys 


He 


Glu 


Asp 


His 


Ala 


Gin 


Leu 


Thr 










485 










490 










495 




Val 


Asn 


Arg 


Phe 


Thr 


Gin 


Thr 


Gly Gly 


Val 


Val 


Ser 


Leu 


Gly 


Asn 


Gly 








500 










505 










510 






Ala 


Val 


Leu 


Ser 


Cys 


Tyr 


Lys 


Asn 


Gly 


Ala 


Gly 


Asn 


Ser 


Ala 


Ser 


Asn 






515 










520 










525 
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Ala Ser lie Thr 
530 

Lys Ser Gly Ala 
545 

Ser Asn Asn Tyr 

Val Lys Leu Ser 
580 

Thr Asp Leu Thr 
595 

Glu Ala Ser Asp 
610 

Leu Asn Val Pro 
625 

Ala Lys Thr Gin 

Pro Lys Lys Ala 
660 

Pro Ala Gly Tyr 
675 

Asn Thr Leu Trp 
690 

Ser Ala Glu Leu 
705 

Gly Gly Leu Gly 

Gly Phe His Met 
740 

Gin Thr His Thr 
755 

Asn Glu Arg Tyr 
770 

Gin Gly Glu Met 
785 

Leu Val Gly Leu 

Thr Gin Gly Glu 
820 

Met Gly Gly Ala 
835 

Thr His lie Leu 
850 

Ser Leu Ser His 
865 

Thr Lys Thr Pro 

Ser Phe Met Asn 
900 

Ala Tyr Gin Pro 
915 

Leu Leu Ala Ser 
930 

Arg His Ala Met 
945 

Trp Leu Thr Leu 

Phe Cys Asn Tyr 
980 



Leu Lys His lie 
535 

Glu lie Pro Leu 
550 

Thr Ala Asp Thr 
565 

Leu lie Asp Asp 

His Ala Leu Ser 
600 

Asn Gin Leu Arg 
615 

His Tyr Gly Trp 
630 

Asp Pro Glu Pro 
645 

Asn Arg Phe His 

Val Pro Ser Pro 
680 

Gly Asn Met Leu 
695 

Thr Pro Ser Asp 
710 

Met Met Val Tyr 
725 

Arg Ser Ser Gly 

Phe Ser Leu Lys 
760 

Ala Lys Asn Asn 
775 

Leu Phe Ser Leu 
790 

Tyr Ser Tyr Gly 
805 

Asn Leu Thr Ser 

Val Phe Phe Asp 
840 

Thr Ala Pro Phe 
855 

Phe Thr Glu Val 

870 _ 
Leu lie Asn Val 
885 

Ala Thr Gin Arg 

Val Leu Tyr Arg 
920 

Lys Gly lie Trp 
935 

Ser Tyr Lys lie 
950 

His Phe Gin Tyr 
965 

Leu Asn Gly Glu 



Gly Leu Asn Leu 
540 

Leu Trp Val Glu 
555 

Ala Ala Thr Phe 
570 

Tyr Gly Asn Ser 
585 

Ser Gin Pro Met 

Ser Asp Asp Met 
620 

Gin Gly Leu Trp 
635 

Ala Ser Ser Ala 
650 

Arg Thr Leu Leu 
665 

Lys His Arg Ser 

Leu Ala Thr Glu 
700 

His Pro Phe Trp 

■ 715 
Gin Asp Pro Arg 
730 

Tyr Ser Ala Gly 
745 

Phe Ser Gin Thr 

Val Ser Ser Lys 
780 

Gin Glu Gly Phe 
795 

Asp His Asn Cys 
810 

Gin Gly Thr Phe 
825 

Leu Pro Met Lys 

Leu Gly Ala Leu 
860 

Gly Ala Tyr Pro 
875 

Leu Val Pro lie 
890 

Pro Gin Ala Trp 
905 

Gin Glu Leu Glu 

Phe Gly Ser Gly 
940 

Ser Gin Gin Thr 
955 

His Gly Phe Tyr 
970 

lie Ala Leu Arg 
985 



Ser Ser lie Leu 

Pro Thr Asn Asn 
560 

Ser Leu Ser Asp 
575 

Pro Tyr Glu Ser 
590 

Leu Ser lie Ser 
605 

Asp Phe Ser Gly 

Ser Trp Gly Trp 
640 

Thr lie Thr Asp 
655 

Leu Thr Trp Leu 
670 

Pro Leu lie Ala 
685 

Ser Leu Lys Asn 

Gly lie Thr Gly 
720 

Glu Asn His Pro 
735 

Met lie Ala Gly 
750 

Tyr Thr Lys Leu 
765 

Asn Tyr Ser Cys 

Leu Leu Ala Lys 
800 

His His Phe Tyr 
815 

Arg Ser Gin Thr 
830 

Pro Phe Gly Ser 
845 

Gly lie Tyr Ser 

Arg Ser Phe Ser 
880 

Gly Val Lys Gly 
895 

Thr Val Glu Leu 
910 

lie Ala Thr Gin 
925 

Ser Pro Ser Ser 

Gin Pro Leu Ser 
960 

Ser Ser Ser Thr 
975 

Phe 
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(2) INFORMATIONS POUR LA SEQ ID NO : 491: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 168 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 485222 .. 485725 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 491: 



Arg 


Thr 


Asp 


Arg 


Gly 


Glu 


Asp 


Arg 


Ser 


Ser 


Cys 


Thr 


Thr 


Gly 


Val 


He 


1. 








5 










10 










15 




Asp 


Lys 


Glu 


Glu 


He 


Ala 


Val 


He 


Thr 


Leu 


Lys 


Arg 


He 


Ala 


Arg 


Ser 








20 










25 










30 






Ser 


He 


Asp 


Ser 


Ala 


Thr 


Phe 


Ser 


Cys 


Cys 


He 


Ser 


Leu 


Asn 


Thr 


Asp 






35 










40 










45 








Val 


Val 


His 


Lys 


Glu 


Lys 


Thr 


Arg 


Leu 


He 


Leu 


Ala 


His 


Asn 


Lys 


Gly 




50 










55 










60 










He 


Ser 


Gly 


Thr 


Asn 


Gly 


Ser 


Ser 


Ser 


Asp 


He 


Arg 


Lys 


Val 


Leu 


His 


65 










70 










75 










80 


Lys 


Ser 


Asp 


His 


He 


Met 


He 


Val 


He 


Tyr 


Val 


Lys 


He 


Leu 


Ser 


Met 










85 










90 










95 




Asn 


Cys 


Ser 


Ala 


Phe 


Ser 


Tyr 


Phe 


He 


Asn 


Ser 


Cys 


He 


Arg 


He 


Thr 








100 










105 










110 






Arg 


Cys 


Lys 


Trp 


Ser 


Ala 


Thr 


Ser 


He 


He 


Phe 


Lys 


Asp 


Tyr 


Arg 


Thr 






115 










120 










125 








Tyr 


Cys 


He 


Thr 


Asn 


Leu 


His 


Gly 


Arg 


Arg 


He 


Gly 


Thr 


Arg 


He 


Thr 




130 










135 










140 










Asn 


Arg 


Thr 


Thr 


Thr 


Phe 


Arg 


Gly 


Glu 


He 


Phe 


Cys 


Lys 


He 


Asn 


Thr 


145 










150 










155 










160 


Phe 


Phe 


Leu 


Cys 


He 


Lys 


Lys 


Ala 



















165 



(2) INFORMATIONS POUR LA SEQ ID NO: 492: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 348 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 488204 .. 489247 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 492: 

Phe Ser Ser Phe Thr Pro Phe Leu He Tyr Asn Pro Ser Leu Gly Ala 

15 10 15 

Ala Lys His Thr Leu Leu Leu Arg Ser Asn Leu Pro Ser Leu Phe Gin 

20 25 30 

Tyr Leu Phe Arg Leu Leu Leu Leu Pro Tyr Arg Val Leu Ser Thr Pro 
35 40 45 
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Pro 


Pro 


Pro 


val 


lie 


Ser 


Arg 


Pro 


Q (-1 T" 


1111 


Pro 


Ser 


Ala 


Pro 


Lys 


Pro 




b U 




















60 










Ser 


Thr 


Pro 


Pro 


Pro 


Leu 


Leu 


XT 1 W 


T Aye; 


Ala 


Pro 


Lys 


Pro 


Val 


Lys 


Thr 


D D 










7 0 










75 










80 


Gin 


Glu 


Asp 


Leu 


Leu 


Pro 


Leu 


Val 


xrl (J 


Glu 


Gin 


Val 


Phe 


Val 


Glu 


Met 










Q c; 










9 0 










9 5 




Tyr 


Glu 


Asp 


Met 


Ala 


Arg 


Arg 


bin 


1 1 IX 


lie 


olU 


Ala 


Leu 


Val 


Pro 


Ala 








inn 

1UU 










105 










110 






Trp 


Asp 


Ser 


Asp 


lie 


lie 


irlie 


Lys 


Cys 


1_) fc= Li 




lyi 


Phe 


His 


Thr 


Leu 






JL J- _> 




















125 








Tyr 


Pro 


Gly 


Leu 


lie 


Pro 


Leu 


Pin 

bl LI 


i in 


Phe 


Pro 


Pro 


Ala 


Thr 


I le 


Phe 


1 -5 U 










IIS 

i j j 










140 










Asn 


Phe 


Lys 


bin 


Lys 


Tip 
lie 


lie 


Q q >- 


I le 


Leu 


Glu 


Asp 


Lys 


Lys 


Ala 


Val 


14b 








1 ^0 
IjU 










155 










160 


Leu 


Arg 


biy 


bill 


Pro 


Tl p 
11c 




\j x y 




Leu 


Pro 


lie 


Trn 


Cvs 


Ser 


Lys 






lob 










17 0 










175 




GlU 


Asn 


Tyr 


Arg 


Arg 


xilS 


Leu 


bill 


Arg 


Th y* 

iiii- 


Thr 


Leu 


Leu 


Pro 


Val 


Phe 








ion 










1 O J 










19 0 






Met 


Trp 


Tyr 


His 


Pro 


Thr 


Pro 


Lys 


i nr 


Acid 


ser 


Asp 


1111 


i it; l. 


Gin 


Thr 






i y b 










9 n n 










205 








Met 


Lys 


Gin 


Leu 


Ala 


lie 


jjys 




ocl . 


Val 


Gly 


Ala 


Ser 


His 


Tro 


Leu 














Zi 1 — > 










220 










Leu 


Val 


lie 


vai 


Asp 


lie 


bill 


nld 


Arg 


**i- y 


Leu 


Val 


±y i_ 


Xaa 


Asp 


Ser 


22 b 










o ~* n 
z -> u 










23 5 










240 


Leu 


Tyr 


Asn 


Tyr 


Val 


ixi e u 


Pro 


Pro 


Pin 


Asn 


Met 


Lys 


Lys 


Glu 


Leu 


Gin 






*">/1 tr 
^4 b 










j£ j w 










255 




Ser 


Phe 


Ala. 


bin 


bin 


Leu 


Asp 


pin 
bill 


val 




Pro 


Ala 


TVr 
iy i 


Asp 


Ser 


Lys 








260 










265 










270 






Lys 


Phe 


Ser 


Val 


Lys 


He 


Ala 


Ala 


Lys 


GlU 


Val 


He 


Gin 


Arg 


Gly 


Ser 






275 










280 










285 








Gly 


Ser 


Ser 


Cys 


Gly 


Ala 


Trp 


Cys 


Cys 


Gin 


Phe 


Leu 


His 


Trp 


Tyr 


Leu 




290 










295 










300 










Lys 


Asp 


Pro 


Leu 


Thr 


Asp 


Ala 


Leu 


Asn 


Asp 


Leu 


Pro 


Val 


Asp 


Ser 


Val 


305 








310 










315 










320 


Glu 


Arg 


His 


Glu 


Asn 


Leu 


Ala 


Ser 


Phe 


Val 


Gin 


Ala 


Cys 


Glu 


Ala 


Ala 








325 










330 










335 




Val 


Gin 


Asp 


Leu 


Pro 


Glu 


Leu 


Ser 


Trp 


Pro 


Glu 


Ala 











340 345 



(2) INFORMATIONS POUR LA SEQ ID NO: 493: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 113 acides_ amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (488233 48857 1 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 493: 

His Arg His Leu Lys He Met Ser Glu Ser Gin Ala Gly Thr Asn Ala 

15 10 15 

Ser Met Val Cys Arg Arg Ala He Ser Ser Tyr He Ser Thr Asn Thr 

20 25 30 

Cys Ser Gly Thr Lys Gly Arg Arg Ser Ser Cys Val Leu Thr Gly Leu 



1239 



35 

Gly Ala Leu Gly 
50 

Gly Val Leu Gly 
65 

Arg Tyr Gly Lys 

Arg Leu Leu Leu 
100 

Leu 



40 

Arg Arg Gly Gly 
55 

Arg Asp Met Thr 
70 

Arg Arg Arg Arg 
85 

Ser Arg Arg Val 



Gly Val Glu Gly 
60 

Gly Gly Gly Gly 
75 

Lys Arg Tyr Trp 
90 

Cys Leu Ala Ala 
105 



45 

Phe Gly Ala Glu 

Val Leu Arg Thr 
80 

Asn Arg Asp Gly 
95 

Pro Arg Glu Gly 
110 



(2) INFORMATIONS POUR LA SEQ ID NO: 494: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) , LONGUEUR: 33 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 48 944 0 4 9 04 56 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 494: 



Leu Phe Val Cys 
1 

Asn Pro Pro Pro 
20 

Thr Ser Phe Lys 
35 

lie Ala Leu Phe 
50 

Tyr Thr Phe Arg 
65 

Pro Gin Gin Ala 

Gly Pro Pro Leu 
100 

Cys Leu Met Gin 
115 

Asn Pro Leu Thr 
130 

Met Thr Lys Gin 
145 

Phe Cys Pro Pro 

Thr Ser Ser Val 
180 

Thr Gin Glu Ala 
195 

Arg Val Gly Asn 
210 

Arg Cys Val Thr 
225 

Gin Gin Met Arg 



Leu lie Asn Glu 
5 

Gin Thr Cys Ser 

Asp Ala Ser Cys 
40 

Leu He Val He 
55 

Asp Leu Leu Asp 
70 

Thr Lys Leu Leu 
85 

Pro He Trp Asp 

Asn Lys His Arg 
120 

Lys Phe Asn Phe 
13 5 

Ser Val Asn Val 
150 

Thr Cys Thr Pro 
165 

Phe Pro Phe Val 

Met Leu Thr Lys 
200 

Ser His Trp Val 
215 

Phe Phe Asp Ser 
230 

Glu Gin Leu Glu 
245 



Gin Phe He Met 
10 

Tyr Ser Arg Pro 
25 

Asp Thr Lys Val 

Ser Cys Gly Leu 
60 

Ala Asp Tyr Leu 
75 

Gin Gin Leu Asp 
90 

Asn Glu His Leu 
105 

Arg Val Leu Pro 

Leu Glu Cys He 
140 

Asn Glu Thr Asp 
155 

Glu Asn Tyr Arg 
170 

Met Trp His Asp 
185 

Met Asp Gin Thr 

Leu Val He Val 
220 

Leu Cys Asp Tyr 
235 

Gly Leu Ala Val 
250 



Glu Pro He His 
15 

Ser Thr Thr Tyr 
' 30 

Thr Arg He He 
45 

He Leu Cys Ala 

Ala Gin Glu Gly 
80 

Asp Val Leu Thr 
95 

Phe Gin Phe Ser 
110 

He Asp He Cys 
125 

Cys Asn Cys Leu 

Met Cys Glu Leu 
160 

Arg Leu Leu Cys 
175 

Pro Ser Ala Asp 
190 

Met Ser Ser Gly 
205 

Asp He Glu Tyr 

Val Ala Ser Pro 
240 

Ser Leu Gly Ala 
255 
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lie 


Tyr 


Pro 


Lys 
260 


GlU 


Gly 


Gly 


Ala 


Asp 
265 


Ser 


Asp 


bin 


bill 


bill 

270 


Leu 


Leu 


Ser 


Pro 


Phe 
275 


Gin 


Val 


Arg 


lie 


Gly 
280 


Ser 


Thr 


Val 


Lys 


Val 
285 


Gin 


Ser 


Pro 


Gly 


Glu 


Phe 


Thr 


Cys 


Gly 


Ala 


Trp 


Cys 


Cys 


Gin 


Phe 


Leu 


Ala 


Trp 


Tyr 


290 










295 










300 










Leu 


Glu 


Asn 


Pro 


Asp 


Phe 


Asp 


Leu 


Glu 


Glu 


Lys 


Val 


Pro 


Thr 


Asn 


Pro 


305 










310 










315 










320 


Ser 


GlU 


Arg 


Arg 


Ala 
325 


Leu 


Leu 


Ala 


Asp 


Phe 
330 


He 


Ser 


Thr 


Thr 


Glu 
335 


Gin 



Ala Met Ser 



(2) INFORMATIONS POUR LA SEQ ID NO: 495: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 753 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



<viii) POSITION DANS LE GENOME: complement ( 49 0507 .. 4 927 65 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 495: 



Pro 


Arg 


He 


Tyr 


Gly 


Thr 


Val 


Phe 


Val 


Asn 


Lys 


Cys 


Arg 


Lys 


Tyr 


Cys 


1 






5 










10 . 










15 




Gly 


Pro 


Phe 


Phe 


Leu 


Asn 


Thr 


Gin 


His 


Val 


Glu 


Leu 


Leu 


Val 


Ser 


Gly 






20 










25 










30 






Lys 


Gin 


Ser 


Ser 


Pro 


Gin 


Asp 


Leu 


Leu 


Gly 


He 


Val 


Ser 


Glu 


Ser 


Leu 




35 










40 










45 








Asn 


Gin 


Asp 


Arg 


He 


Val 


Leu 


Phe 


Arg 


Pro 


Gly 


Ala 


Glu 


Thr 


Val 


Phe 




50 










55 










60 










Val 


Glu 


Leu 


Arg 


Gly 


Lys 


He 


Gin 


Gin 


Ala 


Glu 


Ser 


His 


His 


Ser 


Gly 


65 










70 










75 










80 


He 


Phe 


Ser 


Leu 


Pro 


Val 


Met 


Lys 


Gly 


He 


Ser 


Pro 


Gin 


Asp 


Tyr 


Arg 










85 










90 










95 




Val 


Tyr 


His 


Gin 


Asn 


Gly 


Leu 


Leu 


Ala 


His 


Asp 


Pro 


Tyr 


Ala 


Phe 


Pro 






100 










105 










110 






Leu 


Leu 


Trp 


Gly 


Glu 


He 


Asp 


Ser 


Phe 


Leu 


Phe 


His 


GlU 


Gly 


Thr 


His 






115 










120 










125 








Gin 


Arg 


He 


Tyr 


Glu 


Arg 


Met 


Gly 


Ala 


He 


Pro 


Cys 


Glu 


He 


Asp 


Gly 




130 










135 










140 










Val 


Pro 


Gly 


Val 


Arg 


Phe 


He 


Val 


Trp 


Ala 


Pro 


His 


Ala 


Gin 


Arg 


Val 


145 








150 










155 










160 


Ser 


Val 


He 


Gly 


Asp 


Phe 


Asn 


Gly 


Trp 


His 


Gly 


Leu 


Val 


Asn 


Pro 


Leu 










165 










170 










175 




His 


Lys 


Val 


Ser 


Asp 


Gin 


Gly 


Val 


Trp 


Glu 


Leu 


Phe 


Val 


Pro 


Gly 


Leu 






180 










185 










190 






Thr 


Ala 


Gly 


Ala 


Cys 


Tyr 


Lys 


Trp 


Glu 


Met 


Val 


Thr 


Glu 


Ser 


Gly 


Gin 






195 










200 










205 








Val 


Leu 


He 


Lys 


Ser 


Asp 


Pro 


Tyr 


Gly 


Lys 


Phe 


Phe 


Gly 


Pro 


Pro 


Pro 




210 










215 










220 










Arg 


Ser 


Val 


Ser 


Val 


Val 


He 


Asp 


Asp 


Ser 


Tyr 


Glu 


Trp 


Asn 


Asp 


Ser 


225 










230 










235 










240 


Glu 


Trp 


Leu 


Glu 


Glu 


Arg 


He 


Lys 


Lys 


Thr 


Glu 


Gly 


Pro 


Met 


Asn 


Leu 



Tyr Glu Val His 
260 

Asn Tyr Lys Glu 
275 

His Tyr Thr His 
290 

Glu Ser Trp Gly 
305 

Tyr Gly Ser Phe 

His Gly lie Gly 
340 

Asp Ser Phe Ala 
355 

Thr Arg Asn Pro 
370 

Asp Tyr Ala Lys 
385 

Phe Trp lie Asp 

Ser Ser Met Leu 
420 

Pro Asn Arg Tyr 
435 

Gin Gin Phe Asn 
450 

Phe Ala Glu Glu 
465 

Glu Gly Gly Leu 

Asp Thr Leu His 
500 

Gin Ser Asp Leu 
515 

Leu Leu Pro Phe 
530 

lie Gly Lys Met 
545 

Leu Leu Leu Gly 

Met Gly Gly Glu 
580 

Leu Asp Trp Glu 
595 

Cys Ser Gin Glu 
610 

Gin Ala Asp His 
625 

Val Arg Asn Gly 

Lys Lys Ala Leu 
660 

His Tyr Leu Leu 
675 

Asn Thr Asp Asn 
690 

Pro Glu lie Leu 
705 



245 

Val Gly Ser Trp 

Leu Ala Asp Gin 
280 

Val Glu Leu Leu 
295 

Tyr Gin Thr Thr 
310 

Glu Asp Leu Gin 
325 

Val lie Leu Asp 

Met Ser Gly Phe 
360 

Ser Pro Leu His 
375 

Pro Glu Val Cys 
390 

Lys Met His Val 
405 

Tyr Leu Asp Tyr 

Gly Gly Arg Glu 
440 

Thr Val lie His 
455 

Ser Thr Thr Phe 
470 

Gly Phe Asp Tyr 
485 

Tyr Phe Glu Lys 

Thr Phe Pro Gin 
520 

Ser His Asp Glu 
535 

Pro Gly Asp Ala 
550 

Tyr Gin lie Cys 
565 

Phe Gly Gin Gly 

Leu Leu Asp lie 
600 

Leu Asn Ala Leu 
615 

Leu Pro Ser Ser 
630 

Val Val Ala Tyr 
645 

Leu Cys Val His 

Pro lie Leu Pro 
680 

Thr Arg Phe Gly 
695 

Thr Pro Glu lie 
710 
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250 

Gin Trp Gin Glu 
265 

Leu Ala Leu Tyr 

Pro Val Thr Glu 
300 

Gly Tyr Tyr Ala 
315 

Tyr Phe lie Asp 
330 

Trp Val Pro Gly 
345 

Asp Gly Thr Pro 

Pro His Trp His 
380 

Asn Phe Leu Leu 
395 

Asp Gly lie Arg 
410 

Gly Arg Tyr Ala 
425 

Asn Leu Asp Ala 

Glu Lys Tyr Pro 
460 

Pro Lys lie Thr 
475 

Lys Trp Asn Met 
490 

Asp Phe Pro Tyr 
505 

Trp Tyr Ala Phe 

Val Val His Gly 
540 

Trp Arg Gin Phe 
555 

Gin Pro Gly Lys 
570 

Arg Glu Trp Ser 
585 

Ser Tyr His Gin 

Tyr Val Gin Ser 
620 

Phe Arg Trp Val 
635 

Leu Arg Phe Ala 
650 

His Phe Gly Val 
665 

Leu Glu Ser Cys 

Gly Ser Gly Lys 
700 

Ala Arg Gin Glu 
715 



255 

Gly Gin Pro Leu 
270 

Cys Lys Gin Met 
285 

His Pro Leu Asn 

Pro Thr Ser Arg 
320 

Thr Met His Gin 
335 

His Phe Pro lie 
350 

Leu Tyr Glu Tyr 
365 

Thr Tyr Thr Phe 

Gly Ser Ala Leu 
400 

Val Asp Ala Val 
415 

Gly Glu Trp Val 
430 

lie Arg Phe Leu 
445 

Gly Val Leu Thr 

Val Ser Val Glu 
480 

Gly Trp Met His 
495 

Arg Pro Tyr His 
510 

Ser Glu Arg Phe 
525 

Lys Arg Ser Leu 

Ala Gin Leu Arg 
560 

Lys Leu Leu Phe 
575 

Pro Gly Arg Glu 
590 

Gly Val His Leu 
605 

Pro Gin Leu Trp 

Asp Phe Ser Asp 
640 

Asp Ala Asp Ala 
655 

Gly Tyr Phe Pro 
670 

Asp Leu Leu Met 
685 

Gly Phe Arg Glu 

Arg Glu Ala Ala 
720 
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Gly Leu lie Glu Ala Asp Asp Glu Ser Gly Pro Asp Cys Trp Gly Leu 

725 730 735 

Asp lie Glu Leu Pro Pro Ser Ala Thr Leu lie Phe Ser Val Thr Leu 
740 745 750 

Gin 



(2) INFORMATIONS POUR LA SEQ ID NO : 49 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 179 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 4923 57 .. 4 928 93 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 49 6: 



His 


Pro 


Cys 


Val 


His 


Arg 


Tyr 


Ala 


Asp 


Glu 


Ser 


Leu 


His 


Gly 


He 


Lys 


1 








5 










10 










15 




Lys 


Asn 


Arg 


Phe 
20 


Pro 


Pro 


Lys 


Val 


Lys 
25 


Gly 


Arg 


His 


Lys 


Asp 
30 


His 


Glu 


Pro 


He 


Asn 
35 


His 


Phe 


Asp 


Asp 


Arg 
40 


Leu 


Asp 


Asn 


Leu 


Gly 
45 


Glu 


Lys 


Phe 


Leu 


Ser 
50 


Leu 


Gin 


Glu 


Glu 


Lys 
55 


Lys 


Ser 


Leu 


Asn 


Gly 
60 


Ala 


Thr 


Leu 


Pro 


Val 


Glu 


Ser 


Tyr 


Leu 


Ala 


Thr 


Gin 


Gin 


Lys 


Arg 


Ser 


Leu 


Pro 


Gin 


Gly 


65 










70 










75 










80 


Gly 


Lys 


Glu 


Leu 


Ser 
85 


Asp 


Leu 


Asp 


Ser 


Asn 
90 


Phe 


Gin 


Lys 


Gin 


Phe 
95 


Pro 


Lys 


Asp 


Leu 


Val 
100 


Asp 


Cys 


Ser 


Val 


Tyr 
105 


Gin 


Lys 


Arg 


Glu 


Val 
110 


Pro 


Arg 


Val 


Glu 


Tyr 
115 


Leu 


Arg 


Lys 


Lys 


Asp 
120 


His 


Asn 


He 


Phe 


Cys 
125 


He 


Tyr 


Leu 


Gin 


Lys 
130 


Arg 


Ser 


His 


Arg 


Tyr 
135 


Val 


Val 


Pro 


Ala 


Phe 
140 


He 


Ser 


Thr 


Phe 


Ser 


Lys 


Arg 


Phe 


Phe 


He 


Leu 


Gin 


Glu 


He 


He 


Leu 


Pro 


Cys 


Ser 


Ser 


145 










150 










155 










160 


Thr 


Arg 


Lys 


Arg 


Asp 
165 


Glu 


Tyr 


Thr 


Pro 


Gly 
170 


Leu 


Met 


He 


Ala 


Ser 
175 


Ser 


Leu 


Glu 


Thr 





























(2) INFORMATIONS POUR LA SEQ ID NO : 4 97: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 33 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 4 92737 .. 493744 ) 
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(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 497: 



1 Y r 




Gly 


Ala 


Gly 


Ser 


Phe 


Met 


He 


Lys 


He 


Ala 


Gin 


Ser 


Phe 


Lys 


X 








5 










10 










15 




IT X \J 


ryr 


T 1 p 

X X fc= 


Met 


Glu 


Pro 


Gly 


Ala 


Lys 


He 


Pro 


He 


Pro 


Gly 


Ser 


Thr 


















2 5 










3 0 






]* , p>\ ] 




Ala 


Gin 


Val 


Phe 


Pro 


Ser 


Leu 




Arg 


He 


Phe 


Ser 


Ser 


Ser 






o _> 




















45 








rl 1 S 




Leu 


val 


Asn 


OJ.U 




.rvx y 


vai 


Prn 


Tip 
11*- 


Gin 


Gly 


Pro 


Leu 


Gin 




D u 










J -J 










60 










Arg 




Aid 


v a.x 


php 




Asn 


Leu 


Asn 


Arg 


Gly 


Gly Val 


Ala 


Val 


Met 


D D 










7 n 










7 5 










80 


±111. 


^ 1 U. 




Tyr 


Lys 


ryr 




Leu 


Ser 


Pro 


Asn 


Gly 


Cys 


xy x 


Thr 


Arg 










O Ij 










Q 0 










v j 




Ser 


lie 


Ala 


Asp 


Leu 


13 y- /-\ 
lr X (J 




Ala 




IT 1 1 te: 


iy x 


«_> t; 1 


vjj xy 


Glu 


ly x 


Val 








1UU 










1 rm 

X V _J 










1 1 n 

X X VJ 






Ssr 


IT 1 1*=- 


\jxy 


vctx 


n x ^> 




His 


Ala 


Asp 


Xaa 


Glu 


Lys 


lie 


Arg 


Arg 


Arg 






1 1 c 

11j 










X £. \J 










125 








Lys 


Asp 


Leu 


Lys 


0 1 1 *i 

biU 


1 x e 


Leu 


rlU 


Ph 0 


Leu 


pho 


Arg 


His 


vj xy 


Aid 


T .01 1 




IjU 










1 -ic 
1j J 










140 










Leu. 


Cjin 


Asn 


bin 


Pro 


Asn 


Leu 


Ser 




pin 


Lys 


Thr 


Glu 


Val 


Ala 


Leu 












1 J u 










X J -J 










16 0 


Leu. 


Leu 


Asp 


X ill 


r .01 1 


a on 


Ala 


Ala 


He 


Ala 


Glu 


Pro 


Asn 


Lys 


Glu 


Arg 










1DD 










x / v 










X / _J 




vai 


irxie 


Ssr 


i_j tr u. 


J_l C2 LA 


VJ X u. 


Arg 


Phe 


Val 


xy x 


Ala 


Gly 


Leu 


Ser 


Lys 


Thr 








1 on 
IOU 










X O _J 










19 0 






Lsu 


Leu 


Py-a 
el. \J 


Arg 


Leu 


xy x 


Asp 


Glu 


Glu 


xy x 


Gin 


Gly 


He 


Val 


Ser 


Glu 






1 QCl 

X -7 J 










200 










205 








ASp 


Prn 

irX *J 


/^.x y 


Pro 


Gly 


Asn 


Glu 


Ala 


Val 


Pro 


Phe 


Ser 


Leu 


Leu 


Arg 


Ala 














215 










220 










rt x a. 


Ala 


Leu 


Ser 


Met 


Arg 


Arg 


He 


Phe 


He 


Gin 


Glu 


Ser 


Asp 


Glv 


Val 


9 *5 ^ 










2 7 0 

^ j \j 










23 5 










240 


Val 


Thr 


Leu 


Leu 


Pro 


Ala 


Leu 


Pro 


Pro 


Glu 


Phe 


Pro 


Cys 


Gly 


Arg 


Trp 










245 










250 










255 




lie 


Gly 


Leu 


Tyr 


Phe 


Glu 


Asn 


He 


Gly 


Glu 


He 


Ser 


Phe 


Glu 


Trp 


Ser 








260 










2 65 










270 






Lys 


Lys 


Thr 


He 


Arg 


Arg 


Val 


lie 


Leu 


Lys 


Ala 


His 


Val 


Ser 


Arg 


Glu 






275 










280 










285 








Leu 


Ala 


He 


He 


Ser 


Pro 


Gly 


Val 


Tyr 


Ser 


Ser 


Arg 


Phe 


Arg 


Val 


Glu 




290 










295 










300 










Glu 


Gin 


Gly 


Arg 


He 


He 


Ser 


Cys 


Lys 


He 


Lys 


Asn 


Leu 


Leu 


Glu 


Lys 


305 










310 










315 










320 


Val 


Glu 


He 


Lys 


Ala 


Gly 


Thr 


Thr 


Tyr 


Leu 


Trp 


Asp 


Arg 


Phe 


Cys 


Lys 










3 2.5 










330 










335 





(2) INFORMATIONS POUR LA SEQ ID NO : 4 98: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 23 5 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 493 971 .. 494675 



1244 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 498: 

Met Thr Pro Ser Ala Leu Phe His Lys Arg Leu lie Glu Gin Phe Thr 

15 10 15 

lie Phe Leu Ser Val Asp Arg Gly lie Ser Pro Leu" Ser Val Gin Ala 

20 25 30 

Tyr Cys Gin Asp Val Leu Leu Phe Leu Gin Arg Ala Ser lie Glu Ala 

35 40 45 

Thr Asp Arg lie Asn Gin Glu Ser Val Phe Leu Phe Val Glu Lys Cys 

50 55 60 

His Lys Ala Lys Glu Ser Glu Thr Thr Leu Ala Arg Arg Leu lie Ala 
65 70 75 80 

Leu Lys Val Phe Phe His Phe Leu Lys Asp Val Lys Met Leu Asp Gin 

85 90 95 

Gin Pro Phe lie Glu His Pro Lys lie Trp Lys Arg Leu Pro Ser lie 

100 105 110 

Leu Ser Thr Glu Glu Val Asn Ser Leu Leu Asp Gin Pro Leu Asn lie 

115 120 125 

Pro Asn Leu Asp Thr His lie Ala Ser Arg Asp Ala Ala lie Leu Tyr 

130 135 140 

Thr Phe Tyr Ala Thr Gly lie Arg Val Ser Glu Leu Cys Asp Leu Cys 
145 150 155 160 

lie Gly Asp lie Ser Asp Asp Phe lie Arg Val Thr Gly Lys Gly Arg 

165 170 175 

Lys Thr Arg Leu Val Pro lie Ser lie Lys Ala Lys Gin Ala lie Asp 

180 185 190 

Ala Tyr Leu Ser Ser Phe Arg Asp Glu Leu Gin Lys Lys lie Pro Leu 

195 200 205 

Lys Asn Met Tyr Phe Cys Leu Ser Glu Gly Lys Asn Ser lie Val Pro 

210 215 220 

Val Tyr Gly Asn Ala Leu Leu Phe Met Gin Asn 
225 230 235 



(2) INFORMATIONS POUR LA SEQ ID NO: 499: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

( A ) LONGUEUR : 9 9 ac ides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineai re 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 494573 494869 



(xi) 


DESCRIPTION DE LA 


SEQUENCE: SEQ ID NO: 


; 499 










Thr 


Thr 


Lys 


Lys 


Asn Pro 


Ser 


Glu 


Glu 


His 


Val 


Phe 


Leu 


Ser 


He 


Arg 


1 








5 








10 










15 




Gly 


Lys 


Lys 


Leu 


Asp Arg 


Ser 


Cys 


Val 


Trp 


Lys 


Arg 


He 


Thr 


Phe 


Tyr 








20 








25 










30 






Ala 


Lys 


Leu 


Val 


Thr Thr 


Lys 


Arg 


He 


Ser 


Pro 


His 


Ser 


Leu 


Arg 


His 






35 








40 










45 








Pro 


Phe 


Ala 


Thr 


His Leu 


Leu 


Asn 


Asn 


His 


Ala 


Asp 


Leu 


Arg 


He 


He 




50 








55 










60 










Gin 


Glu 


Met 


Leu 


Gly His 


Ser 


Arg 


He 


Ser 


Ser 


Thr 


Glu 


He 


Tyr 


Thr 


65 








70 










75 










80 


His 


Val 


Ala 


Ser 


Glu Ser 


Leu 


He 


Glu 


Lys 


Phe 


His 


Thr 


Tyr 


His 


Pro 
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85 90 95 

Arg Asp lie 



(2) INFORMATIONS POUR LA SEQ ID NO: 500 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 177 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(Viii) POSITION. DANS LE GENOME: 494835 4953 65 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 500: 

Ser Lys Asn Ser Thr Pro Thr lie Leu Glu lie Ser Lys lie Cys Asp 

15 10 15 

Glu Val Phe Ser Ser Phe Ser Leu Glu Gin Val Ser Tyr Lys Gly Thr 

20 25 30 

Arg Ala Ser Leu Glu Asn Ser Leu Val Tyr Pro Arg Leu His Leu Tyr 

35 40 45 

Trp Asp Asn Asn Ser His Thr Gly Arg Asp Ser Lys Asn Tyr Lys Glu 

50 55 60 

Ser Ala Pro Leu Pro Val Leu Gin lie Leu Leu Leu Gin Gin Glu Arg 
65 70 75 80 

Phe Pro Lys Val Glu Leu Glu lie Pro Asn Thr Pro His Gin Pro Gin 

85 90 95 

Lys Gin Gin Asn Ser Thr Lys Pro Ser Pro Lys Gly Leu Thr Ala Val 

100 105 110 

Ser Phe Thr Phe Pro His Leu Phe Ser Asp Ala Ala Glu Lys Thr Thr 

115 120 125 

Asp Ser Gly Tyr Pro Asn Lys His Thr Arg Tyr Leu Asn Lys Lys lie 

130 135 140 

Phe Arg Arg Lys Ala Met Pro Arg lie Gly Leu Glu Pro Thr Cys Arg 
145 150 155 160 

Glu Ala Leu Asp Pro Lys Ser Ser Val Ser Thr Asn Phe Thr Thr Trp 
165 170 175 

Ala 



(2) INFORMATIONS POUR LA SEQ ID NO: 501: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 101 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 4 94872 . 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 501: 



.495174) 
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Met Lys Gin Leu Ser lie Leu Leu Gly Met Val Ser Leu Ser Ser Ala 

15 10 15 

Val Phe Gly Ala Asp Ala Val Tyr Ser Gly Ser Leu Val Gin Pro Ser 

20 25 30 

Glu Ser Val Leu Val Ala Gly Val Glu Phe Glu Glu Gin Glu Gly Glu 

35 40 45 

Arg lie Pro Tyr Ser Phe Tyr Tyr Pro Tyr Gin Tyr Asp Tyr Tyr Tyr 

50 55 60 

Pro Asn Thr Gly Val Asp Glu Asp Thr Pro Glu Ser Phe Gin Glu Lys 
65 70 75 80 

His Glu Cys Pro Cys Lys Lys Pro Val Pro Glu Lys Lys Lys Lys Lys 

85 90 95 

Pro Arg Arg Arg Ser 
100 



(2) INFORMATIONS POUR LA SEQ ID NO: 502: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 316 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 49 5687 4 9 6 634 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 502: 



Val Pro Ser Phe 
1 

Asp Thr Pro Thr 
20 

Gly Glu Pro Gly 
35 

Leu Lys Thr Ser 
50 

Gly Gly Asn Glu 
65 

Met Ala Gin Glu 

Phe Leu Pro Pro 
100 

Phe Gin Ala Leu 
115 

Gin Lys Glu Thr 
130 

Ser lie Phe Ser 
145 

Pro Ser Ser Gin 

Gin Gly Leu Asn 
180 

Ala Val Pro Leu 
195 

Ser Gin Ser Val 
210 

Gin Gin Glu Arg 



Leu Lys Gly Leu 
5 

Pro Leu Ser Ser 

Ser Ser Ser Gin 
40 

lie Gly Asp Val 
55 

Thr Gin lie Ser 
70 

Glu Leu Pro Ala 
85 

Glu Thr Val Glu 

Glu Glu Thr Pro 
120 

Ser Ala Gin Thr 
135 

Leu Gin Ala Gin 
150 

Glu Ser Leu Ser 
165 

Thr Pro Phe Ser 

Ser lie Val Pro 
200 

Leu lie lie Ala 
215 

Leu Asn Phe Leu 



Asp Thr Leu Thr 
10 

Val Pro Thr Asn 
25 

Phe Ser Ser Ala 

Val Leu Ser Gin 
60 

Leu Val Gly Val 
75 

Leu Val Ser Pro 
90 

Leu Glu lie Gin 
105 

Ser Ser Asp Ser 

Pro Pro Ala Pro 
• 140 

Gly Ser Ser Gin 
155 

Pro Gin Gin Pro 
170 

Pro Ala Ala Arg 
185 

His Arg Arg Ala 

Leu Val Leu Thr 
220 

Pro Arg Asn Gly 



Ser Val Thr Met 
15 

Ala Ser Leu Lys 
30 

Glu Lys Gly Val 
45 

Ser lie Glu Asp 

Val Asn lie Asn 
80 

Arg Thr Phe lie 
95 

lie Ala Glu Met 
110 

Arg Ser Leu Gin 
125 

Ser Gly Lys Val 

Thr Arg Ser Leu 
160 

Ala Arg Ala lie 
175 

Cys Thr lie Arg 
190 

Asn Pro Lys Pro 
205 

Arg Gin Ala lie 
Asn Phe Leu Leu 
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O *5 c: 










970 
Z JU 










ZJ J 










4. f± u 


Lys 


Gin 


Leu 


Lys 


Pro 
245 


Ala 


Gin 


Gin 


Glu 


Glu 
250 


Lys 


Lys 


Glu 


Thr 


Val 
255 


Asn 


Lys 


Lys 


Asp 


He 
260 


Leu 


He 


Lys 


Asn 


Arg 
265 


He 


Val 


He 


He 


Leu 
270 


Thr 


Lys 


Arg 


Lys 


He 
275 


Ser 


Arg 


Met 


He 


Cys 
280 


Lys 


Cys 


Leu 


Leu 


Leu 
285 


Lys 


Asp 


Pro 


Leu 


He 
290 


Arg 


Lys 


Met 


Lys 


He 
295 


Leu 


Arg 


Lys 


Tyr 


Phe 
300 


Leu 


Ser 


Leu 


Thr 


Leu 


Leu 


He 


Met 


Arg 


Pro 


Leu 


He 


Leu 


Arg 


Pro 


He 











305 310 315 



(2) INFORMATIONS POUR LA SEQ ID NO: 503: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR : 294 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 4 9 62 9 5 .. 4 97 17 6 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 503: 



Ser 


Lys 


Ser 


Lys 


Thr 


Phe 


Ser 


Lys 


Cys 


Ser 


His 


His 


Ser 


Ser 


Arg 


Thr 


1 








5 










10 










15 




Tyr 


Gin 


Thr 


Gly 


His 


Ser 


Thr 


Gly 


Thr 


Ala 


Gin 


Leu 


Ser 


Ser 


Gin 


Glu 








20 










25 










30 






Trp 


Glu 


Phe 


Ser 


Ser 


Gin 


Thr 


Val 


Lys 


Thr 


Cys 


Ser 


Thr 


Gly 


Arg 


Glu 






35 










40 










45 








Lys 


Arg 


Asp 


Gly 


Gin 


Gin 


Glu 


Arg 


His 


Ser 


Asp 


Gin 


Glu 


Gin 


Asn 


Ser 




50 










55 










60 










Asp 


His 


Ser 


Tyr 


Gin 


Glu 


Glu 


Asp 


Leu 


Ser 


Asp 


Asp 


Met 


Gin 


Val 


Ser 


65 










70 










75 










80 


Ser 


Ser 


Lys 


Arg 


Ser 


Ser 


His 


Pro 


Glu 


Asp 


Glu 


Asn 


Thr 


Glu 


Glu 


Val 










85 










90 










95 




Phe 


Ser 


Val 


Ser 


His 


Phe 


Ala 


Tyr 


His 


Ala 


Ala 


Pro 


His 


Pro 


Ala 


Ser 








100 










105 










110 






Asn 


Leu 


Asp 


Gin 


Glu 


Ser 


Asn 


Gin 


Ser 


Thr 


Phe 


Gin 


Lys 


Arg 


Pro 


Pro 






115 










120 










125 








Ser 


Pro 


Met 


Ser 


Leu 


Phe 


S_er 


Ser 


Gin 


Asn 


Ala 


Thr 


Glu 


Glu 


Ala 


Pro 




130 










135 










140 










Lys 


Glu 


Ala 


Arg 


Val 


Glu 


Asn 


Val 


Phe 


Leu 


Arg 


Phe 


Met 


Arg 


Leu 


Met 


145 










150 










155 










160 


Ala 


Arg 


He 


Leu 


Gly 


Gin 


Ala 


Glu 


Ala 


Glu 


Ala 


His 


Glu 


Leu 


Tyr 


Leu 










165 










170 










175 




Arg 


Val 


Lys 


Glu 


Arg 


Thr 


Asp 


Ser 


Val 


Asp 


Ala 


Leu 


Thr 


Leu 


Leu 


Leu 








180 










185 










190 






Ser 


Lys 


lie 


Asn 


Asn 


Glu 


Lys 


Gly 


Ala 


He 


Asp 


Trp 


Asn 


Gin 


Asp 


Glu 






195 










200 










205 








Glu 


Met 


Arg 


Ala 


Leu 


Val 


Asp 


Gin 


Ala 


Lys 


Lys 


Leu 


Gly 


Val 


Pro 


He 




210 










215 










220 










Gly Asp 


Ser 


Tyr 


Asp 


Trp 


Ser 


Glu 


Glu 


Gly 


Lys 


Lys 


Leu 


Leu 


Lys 


Glu 


225 










230 










235 










240 


Asn 


He 


Gin 


Met 


Arg 


Lys 


Glu 


Asn 


Met 


Glu 


Lys 


He 


Thr 


Gin 


Leu 


Glu 










245 










250 










255 





1248 



Arg Thr Asp Met Gin Arg His Leu Gin Glu Val Ser Gin Cys His Gin 

260 265 270 

Ala Arg Ser Asn Val Leu Lys Leu Leu Lys Glu Leu Met Asp Thr Phe 

275 280 285 

lie Tyr Asn Met Arg Pro 
290 



(2) INFORMATIONS POUR LA SEQ ID NO: 504: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 271 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 497703 .. 498515 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 504: 

lie Thr Lys Asp Ser Tyr Tyr Tyr Val He Leu Val Cys Ser Arg Thr 

15 10 15 

Asp Val Ala Leu Ser Gin Thr Leu Asp Leu Pro Asp Ala Ser Leu Ala 

20 25 30 

Val Gin Thr Glu Lys Phe Pro Tyr Ser Cys Ser He Ser Lys Glu Ser 

35 40 45 

Ala Pro Ser Cys He Arg Lys He Phe Ala His Leu Ala Ser Gin Lys 

50 55 60 

Glu Ser Ala Pro Leu Ser Phe Ser Arg Leu Gin Pro Thr Thr Pro Lys 
65 70 75 80 

Glu Arg He Leu Phe Phe Gly Ser . Ser Pro Ser Ser Gin Leu Ser Ser 

85 90 95 

Thr Val Arg Thr Thr Thr Ser Ser Pro Trp Asn Leu Phe Ser Asn Ser 

100 105 110 

Gin Ala Arg Asn Ser Thr Arg Lys Leu Ser Glu Lys Leu His Leu Ser 

115 120 125 

Ser Glu Leu Ser Ala Arg Asp Ser Thr Lys Pro Ser Ser Ser Glu Pro 

130 135 140 

Val Lys Pro Ser Glu Asn Leu Leu His Thr Pro Glu His His Lys Glu 
145 150 155 160 

Ser Phe Ser Ser Leu Lys Lys Asp Asn Leu Ser Pro He Met Glu Glu 

165 _ 170 175 

He Asp Ser Phe Ser Ala Glu Thr Glu Ser Leu Glu Glu Arg Leu Val 

180 185 190 

Thr Gin Lys Lys Glu Glu Thr Val Ala Gin Glu Gin Lys His Pro Leu 

195 200 205 

Leu Arg Thr Ser Thr Pro Pro Ser Lys Ala Ser Gly Glu Ser Gin Asp 

210 215 220 

Ser Ser Glu His Ser Ser Lys Glu Asp Pro Tyr Ser Gin Gin Pro Ser 
225 230 235 240 

His Lys He Gin Arg Arg Gly Thr Ser Gin Lys Ser Cys Ser Tyr His 

245 250 255 

His Thr Thr Tyr Cys Arg Asp Leu Leu Phe Lys Leu Pro Ser His 
260 265 270 



(2) INFORMATIONS POUR LA SEQ ID NO: 



505 : 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 320 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 4 98280 49 9 23 9 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 505: 



His Lys Lys Lys 
1 

Leu Glu Pro Pro 
20 

Arg Pro Ser Thr 
35 

Thr Lys Tyr Lys 
50 

Thr Pro Pro Thr 
65 

Gin Gly lie Leu 

Leu Glu Thr Thr 
100 

Glu Gin Val Gin 
115 

Asp Ser Leu Ala 
130 

Gly Val Ala Val 
145 

Cys Ser Leu Phe 

Ala Phe Asp Gly 
180 

Leu Glu Lys Lys 
195 

Val Phe Ser Cys 
210 

Gly Met Ser Pro 
225 

Leu Ser Gly Met 

Ser Ser Ser Gin 
260 

lie Glu Leu lie 
275 

Gin Leu Leu Asp 
290 

Leu Gin Leu Gin 
305 



Lys Lys Pro Leu 
5 

Pro Leu Leu Pro 

Leu Arg Lys Lys 
40 

Glu Glu Glu Arg 
55 

Val Gly lie Phe 
70 

Ala Asp Phe Ser 
85 

Gin Gin Glu Leu 

Lys lie Val Asp 
120 

Ser lie Val Ala 
135 

Thr lie lie Ala 
150 

Ala Ala Leu lie 
165 

Trp Arg Ala lie 

Met Arg Tyr Leu 
200 

Leu Leu Ser Leu 
215 

Leu Leu Glu Gly 
230 

Leu Gly Leu Thr 
245 

Lys lie Arg Ala 

Asn Trp Glu Arg 
280 

Ser Met Gin Thr 
295 

Arg Glu lie Asp 
310 



His Lys Asn Lys 
1° 

Lys His Gin Glu 
25 

Thr Leu lie Leu 

Ala Lys Arg Val 
60 

Ser Leu Ser Tyr 
75 

Ala Tyr Ser Ala 
90 

Thr Met Leu His 
105 

Lys Ser Lys Thr 

Thr lie lie Pro 
140 

Leu Gly Gly Gly 
155 

Met lie Val lie 
170 

Ala Lys His Leu 
185 

Gly Tyr Val Lys 

Ser Ala Leu Tyr 
220 

Val Val Lys Ser 
235 

Gin Gly Val Ala 
250 

Arg Cys Thr Gin 
265 

Asp Glu Tyr Phe 

Ser Phe Glu Gin 
300 

Gin Thr Phe Thr 
315 



Asn lie Leu Tyr 
15 

Lys Val Lys Thr 
30 

Ser Asn Leu Leu 
45 

Val Pro lie lie 

Leu Leu Thr Lys 
80 

Tyr Lys Asp Asn 
95 

Gin Glu Arg lie 
110 

Met Arg Phe Trp 
125 

Trp lie Glu Met 

lie Leu Ser Trp 
160 

Ser Leu Leu Glu 
175 

Pro Gly Asn Asp 
190 

Leu Ala Leu Thr 
205 

Val Ala Lys Leu 

lie Ala Pro Ala 
240 

Leu Tyr Leu Gin 
255 

lie Asp Ala Arg 
270 

Leu Arg Ala Glu 
285 

Leu Thr Glu Thr 

Asp Ala Leu Arg 
320 



(2) INFORMATIONS POUR LA SEQ ID NO: 506: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 5 06 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 4 9 92 15 5 0073 2 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 506: 

Pro Asn Val Tyr Arg Arg Leu Thr lie Ala lie Leu Pro Met Thr lie 

15 10 15 

Thr Val Pro Gin Glu Thr Leu Pro Ser Leu Gin Thr lie Ala Thr Gly 

20 25 30 

Glu Gin Thr Glu Thr Ser Cys Glu Glu Ala Ser Ala Leu Ser Asn Glu 

35 40 45 

lie Gin Leu Leu Glu Pro Gly Gin Ala Ala lie Leu Arg Ser Leu Ser 

50 55 60 

Asp Leu Cys Leu Ser Val lie Glu Gin Thr Glu Lys Thr Leu Pro His 
65 70 75 80 

Ser Lys His Ser Pro Ser Phe Arg Glu Ser Cys Pro Leu Lys Tyr Leu 

85 90 95 

Ser Gin Gin Thr Ser Ala Ser Ser Arg Thr Gin Glu Ser Ala Thr Ala 

100 105 110 

Glu Gin Gin Ser Leu Thr Pro Thr Pro Thr Pro Gin Lys Thr Pro Thr 

115 120 125 

Gin Thr Leu His Asn Lys Pro Ser Thr Pro lie Ser His Lys Ser Ser 

130 135 140 

Val Gin Gly Arg lie Gin Thr Ser Pro Gin His Ser Thr Pro Leu Arg 
145 150 155 160 

Ser lie Pro Val lie lie Ser Leu Pro Asn Thr Gin Gin Ala Leu Thr 

165 170 175 

Asp Arg Glu Pro lie Gin Asn Ser Asn Cys Ser Pro Thr Leu Ser Val 

180 185 190 

Thr lie Phe Asn Lys Glu Ser Ser Ser Ser Ser Lys Lys Asp Ser Ala 

195 200 205 

Ala Ser Arg Glu Gin Ser Ser Ser His Ser Ser Ser Leu Gin Lys Asn 

210 215 220 

Leu Ser Ser Pro Arg Ala Ala Leu Leu Ser Pro Met Ala Leu Phe Glu 
225 230 235 240 

Thr Thr Ala Gin Lys Glu Thr Leu Ala Arg Glu Gly Leu Leu His Glu 

245 250 255 

Arg Glu Asp Leu Ser Gin Glu Gly Asp Arg Asp His His Gin Ser Asp 

260 _ 265 270 

Gin Gin Gin Glu Glu Lys Glu Asp Leu Ala lie Ser Ala Ser Phe Leu 

275 280 285 

Ser His Ser Lys Lys Arg Arg Glu His His Phe Asp Pro Glu Tyr Leu 

2 90 2 95 3 0 0 

Pro Glu Glu lie Arg Glu Phe Ala Leu Ser Glu Ala Gin Leu Ser Gin 
305 310 315 320 

Leu Leu His lie Arg Leu Asn His Leu Asp lie Leu Arg lie Cys Ala 

325 330 335 

Glu lie Met Lys Leu Met Leu Asn Ser Arg Glu Gin Asp Leu Leu Glu 

340 345- 350 

Arg Arg Ser Thr Arg Thr His Phe Met Gin Glu Ala Lys Lys lie Ala 

355 360 365 

Asp Ser Phe Ala Lys Gin Ala Arg lie Thr Lys Trp Leu Gly lie Ala 

370 375 380 

Thr Ala Thr Leu Gly lie Phe Gly Gly lie Ser Pro lie lie Gly Glu 



1251 



385 390 395 400 

Val Gly Gly Glu Gly Leu Leu Asn Val lie Arg Lys Ala Thr Gly Gly 

405 410 415 

Trp Gin Gin Ala Ser Ser Lys Thr Phe Phe Glu Gly Trp Gly Lys Cys 

420 425 430 

Val Leu Ser Leu Ser Glu Leu Ala Lys Val Ser Ser Thr Val Tyr Asp 

435 440 445 

Leu Arg Pro Lys Pro Val Arg Thr lie Ala Glu Ser Tyr Lys Glu Leu 

450 455 460 

Phe Arg Leu Glu His Asp Glu Met Leu Arg Ser lie Glu Glu Leu Lys 
465 470 475 480 

Asp His Gly Arg Asn Met Asp Ser Phe Leu Leu Gin lie Leu Gin Thr 

485 490 495 

Gin His Asp Ala Val Arg Ser Leu Tyr Gin 
500 505 



(2) INFORMATIONS POUR LA SEQ ID NO: 507: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 07 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement ( 50079 0 501710 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 507: 

Met Arg Lys lie lie Leu Cys Ser Pro Arg Gly Phe Cys Ala Gly Val 

15 10 15 

lie Arg Ala lie Gin Thr Val Glu Val Ala Leu Glu Lys Trp Gly Arg 

20 25 30 

Pro lie Tyr Val Lys His Glu lie Val His Asn Arg His Val Val Asp 

35 40 45 

Lys Leu Arg Glu Lys Gly Ala lie Phe lie Glu Asp Leu Gin Glu Val 

50 55 60 

Pro Arg Asn Ser Arg Val lie Phe Ser Ala His Gly Val Pro Pro Ser 
65 70 75 80 

Leu Arg Glu Glu Ala Thr Glu Arg Gly Leu lie Ala lie Asp Ala Thr 

85 90 95 

Cys Gly Leu Val Thr Lys Val His Ser Ala Val Lys Met Tyr Ala Lys 

100 . 105 110 

Lys Gly Tyr His lie lie Leu lie Gly Lys Arg Lys His Val Glu lie 

115 120 125 

lie Gly lie Arg Gly Glu Ala Pro Asp Gin lie Thr Val Val Glu Asn 

130 135 140 

lie Ala Glu Val Glu Ala Leu Pro Phe Ser Ala Gin Asp Pro Leu Phe 
145 150 155 160 

Tyr Val Thr Gin Thr Thr Leu Ser Met Asp Asp Ala Ala Asp lie Val 

165 170 175 

Ala Ala Leu Lys Ala Arg Tyr Pro Arg lie Phe Thr Leu Pro Ser Ser 

180 185 190 

Ser lie Cys Tyr Ala Thr Gin Asn Arg Gin Gly Ala Leu Arg Asn lie 

195 200 205 

Leu Pro Gin Val Asp Phe Val Tyr Val lie Gly Asp Arg Gin Ser Ser 
210 215 220 
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Asn Ser Asn Arg Leu 
225 

Arg Leu Val Asn His 
245 

Ser Gly Asn lie Gly 
260 

Val Gin Ala Cys Leu 
275 

lie Glu Met Asp Leu 

290 
Lys Glu Leu 
305 



Arg Glu Val Ala Glu Arg 
230 235 
Pro Asp Glu Val Thr Glu 
250 

lie Thr Ala Gly Ala Ser 
265 

Met Lys Leu Gin Glu Leu 
280 

Phe Val Glu Glu Asp Thr 
295 



Arg Gly Val Thr Ala 
240 

Glu lie Leu Gin Tyr 
255 

Thr Pro Glu Asp Val 
270 

lie Pro Asp Leu Ser 
285 

Val Phe Gin Leu Pro 
300 



(2) INFORMATIONS POUR LA SEQ ID NO : 508: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 52 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 5 01808 .. 5028 63 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 508: 



Phe 


Ala 


He 


Leu 


Leu 


Ser 


Asn 


Gly 


Ser 


Ala 


Phe 


Leu 


Gly 


Arg 


Ala 


Ser 


1 








5 










10 










15 




Gin 


Ser 


Leu 


Cys 


Asn 


Glu 


Trp 


Phe 


Glu 


Lys 


Arg 


Val 


Gin 


Tyr 


Trp 


Glu 








20 










25 










30 






Tyr 


Asp 


Gly 


Phe 


Leu 


Pro 


Val 


He 


Gly 


Pro 


Val 


He 


Trp 


Glu 


Ser 


Glu 






35 










40 










45 








Gly 


Leu 


Phe 


Arg 


Ala 


Tyr 


He 


Ser 


Ser 


Val 


Thr 


Asp 


Gly 


Asp 


Gly 


Lys 




50 










55 










60 










Ser 


His 


Lys 


Val 


Gly 


Phe 


Leu 


Arg 


He 


Pro 


Thr 


Tyr 


Ser 


Trp 


Gin 


Asp 


65 










70 










75 










80 


Met 


Glu 


Asp 


Phe 


Asp 


Pro 


Ser 


Gly 


Pro 


Pro 


Pro 


Trp 


Glu 


Glu 


Phe 


Ala 










85 










90 










95 




Lys 


lie 


He 


Gin 


Val 


Phe 


Ser 


Ser 


Asn 


Thr 


Glu 


Ala 


Leu 


He 


He 


Asp 








100 










105 










110 




Gin 


Thr 


Asn 


Asn 


Pro 


Gly 


Gly 


Ser 


Val 


Leu 


Tyr 


Leu 


Tyr 


Ala 


Leu 


Leu 






115 










120 










125 








Ser 


Met 


Leu 


Thr 


Asp 


Arg 


Pro 


Leu 


Glu 


Leu 


Pro 


Lys 


His 


Arg 


Met 


He 




130 










135 










140 










Leu 


Thr 


Gin 


Asp 


Glu 


Val 


Val 


Asp 


Ala 


Leu 


Asp 


Trp 


Leu 


Thr 


Leu 


Leu 


145 










150 










155 










160 


Glu 


Asn 


Val 


Asp 


Thr 


Asn 


Val 


Glu 


Ser 


Arg 


Leu 


Ala 


Leu 


Gly 


Asp 


Asn 










165 










170 










175 




Met 


Glu 


Gly 


Tyr 


Thr 


Val 


Asp 


Leu 


Gin 


Val 


Ala 


Glu 


Tyr 


Leu 


Lys 


Ser 








180 










185 










190 






Phe 


Gly 


Arg 


Gin 


Val 


Leu 


Asn 


Cys 


Trp 


Ser 


Lys 


Gly 


Asp 


He 


Glu 


Leu 






195 










200 










205 








Ser 


Thr 


Pro 


He 


Pro 


Leu 


Phe 


Gly 


Phe 


Glu 


Lys 


He 


His 


Pro 


His 


Pro 




210 










215 










220 










Arg 


Val 


Gin 


Tyr 


Ser 


Lys 


Pro 


He 


Cys 


Val 


Leu 


He 


Asn 


Glu 


Gin 


Asp 


225 










230 










235 










240 


Phe 


Ser 


Cys 


Ala 


Asp 


Phe 


Phe 


Pro 


Val 


Val 


Leu 


Lys 


Asp 


Asn 


Asp 


Arg 
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Ala Leu He Val 
260 

Asn Val Gin Phe 
275 

Gly Ser Leu Ala 
290 

Val Glu Pro His 
305 

Lys Gly Tyr Ser 

Leu He Asn Asn 
340 



245 

Gly Thr Arg Thr 

Pro Asn Arg Thr 
280 

Val Arg Glu His 
295 

He Asp Leu Pro 
310 

Glu Tyr Leu Asp 
325 

Asp Gly Thr He 



250 

Ala Gly Ala Gly 
265 

Gly He Lys Thr 

Gly Ala Phe He 
300 

Phe Thr Ala Asn 
315 

Lys Val Lys Lys 
330 

He Leu Ala Glu 
345 



255 

Gly Phe Val Phe 
270 

Cys Ser Leu Thr 
285 

Glu Asn He Gly 

Asp He Arg Tyr 
320 

Leu Val Cys Gin 
335 

Asp Gly Ser Phe 
350 



(2) INFORMATIONS POUR LA SEQ ID NO: 509: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 328 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement < 502692 503 675 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 509: 

Lys Gly Ser Leu Pro He Leu Gly Pro Phe Leu Asn Gly Lys Met Gly 

1 5 10 15 

Phe Trp Arg Thr Ser He Met Lys Met Asn Arg He Trp Leu Leu Leu 

20-25 30 
Leu Thr Phe Ser Ser Ala He His Ser Pro Val Arg Gly Glu Ser Leu 

35 40 45 

Val Cys Lys Asn Ala Leu Gin Asp Leu Ser Phe Leu Glu His Leu Leu 

50 55 60 

Gin Val Lys Tyr Ala Pro Lys Thr Trp Lys Glu Gin Tyr Leu Gly Trp 
65 70 75 80 

Asp Leu Val Gin Ser Ser Val Ser Ala Gin Gin Lys Leu Arg Thr Gin 

85 90 95 

Glu Asn Pro Ser Thr Ser Phe Cys Gin Gin Val Leu Ala Asp Phe He 

100 105 110 

Gly Gly Leu Asn Asp Phe His Ala Gly Val Thr Phe Phe Ala He Glu 

115 120 125 

Ser Ala Tyr Leu Pro Tyr Thr Val Gin Lys Ser Ser Asp Gly Arg Phe 

130 135 140 

Tyr Phe Vai Asp He Met Thr Phe Ser Ser Glu He Arg Val Gly Asp 
145 150 155 160 

Glu Leu Leu Glu Val Asp Gly Ala Pro Val Gin Asp Val Leu Ala Thr 

165 170 175 

Leu Tyr Gly Ser Asn His Lys Gly Thr Ala Ala Glu Glu Ser Ala Ala 

180 185 190 

Leu Arg Thr Leu Phe Ser Arg Met Ala Ser Leu Gly His Lys Val Pro 

195 200 205 

Ser Gly Arg Thr Thr Leu Lys He Arg Arg Pro Phe Gly Thr Thr Arg 

210 215 220 

Glu Val Arg Val Lys Trp Arg Tyr Val Pro Glu Gly Val Gly Asp Leu 
225 230 235 240 
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Ala Thr lie Ala 

Arg Ser Phe Phe 
260 

Leu Phe Tyr Ser 
275 

His Tyr Ala Thr 
290 

Met Gly Phe Ser 
305 

Phe Ser Ala Leu 



Pro Ser lie Arg 
245 

Pro Lys Lys Asp 

Pro Met Val Pro 
280 

Ser Gly Leu Lys 
295 

Leu Ser Leu Gly 
310 

lie Phe Leu Arg 
325 



Ala Pro Gin Leu 
250 

Asp Ala Phe His 
265 

His Phe Trp Ala 

Ser Gly Tyr Asn 
300 

Leu Leu Tyr Gly 
315 



Gin Lys Ser Met 
255 

Arg Ser Ser Ser 
270 

Glu Leu Arg Asn 
285 

lie Gly Ser Thr 

Ser Arg Arg Val 
320 



(2) INFORMATIONS POUR LA SEQ ID NO : 510: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 421 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement < 503722 504 984 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 510: 

Met Leu Lys Phe Gin Leu Cys Leu Leu Phe Leu Phe Gly Tyr Leu Ala 

1 5 10 15 

lie Val Phe Glu His lie Val Arg Val Asn Lys Ser Ala Val Ser Leu 

20 25 30 

Ala Met Gly Gly Leu Met Trp Leu Val Cys Phe Ser His lie Pro His 

35 40 45 

lie Asp His Val Met Met Val Glu Glu lie Ala Asp Met Ala Gin Val 

50 55 60 

lie Phe Phe Leu Phe Ala Ala Met Ala lie Val Glu Leu lie Asp Ala 

65 70 75 80 

His Arg Gly Phe Ser lie Val Val Arg Cys Cys Asn Val Glu Ser Arg 

85 90 95 

Ser Val Leu Leu Trp Val Leu Leu lie Leu Ser Phe Phe Leu Ser Ala 

100 105 110 

Ala Leu Asp Asn Leu Thr Ser lie lie lie lie lie Ser lie Leu Lys 

115 _ 120 125 

Arg Leu Val Lys Ala Arg Glu Asp Arg Leu Leu Leu Gly Ala Leu Cys 

130 135 140 

Val lie Gly Val Asn Ala Gly Gly Ala Trp Thr Pro Leu Gly Asp Val 

145 150 155 160 

Thr Thr Thr Met Leu Trp lie Asn Asp Lys lie Ser Thr Ser Gly lie 

165 170 175 

lie Thr Thr Leu Phe Leu Pro Ser Val Val Cys Val Val lie Ala Gly 

180 185 190 

lie Cys Gly Gin Leu Leu Leu Lys Lys Arg Arg Cys Ser Gly Leu Ser 

195 200 205 

Glu Asp Leu Asp Arg Glu Pro Ala Leu Pro Lys Ser Asn Leu lie Ala 

210 215 220 

Cys Val Gly Phe Gly Ser Leu Leu Met Val Pro Met Trp Lys Ala Val 

225 230 - 235 240 

Leu Gly Val Pro Pro Phe Met Gly Ala Leu Leu Gly Leu Gly Leu Val 
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2 50 










255 




Trp 


Leu 


Val 


Ser 


Asp 


Trp 


lie 


TT t o 

ril S 


C?OT~ 


T) 


nio 




Glu 


Gly 


Arg 


Asn 






*■> a n 
Z D U 










Z O -J 










270 






His 


Leu 


Arg 


Met 


Pro 


HIS 


lie 


Leu 


inr 


Arg 


Tip 


Asp 


I le 


Ser 


Ser 


Val 






z / b 










9 ft n 

Z O U 










285 








Thr 


Phe 


Phe 


He 


Gly 


1 ie 


Leu 


Leu 




V CLX 


Asn 


Ala 


Leu 


Thr 


xy i. 


Ser 




2 9 0 




















3 00 










His 


Val 


Leu 


Arg 


Asp 


Leu 


Ser 


val 




Mp|- 


Asp 


Ala 


Leu 


Phe 


Ser 


Arg 


3 05 










j 1U 










315 










320 


Asn 


Thr 


Leu 


Ala 


Val 


Leu 


Leu 


bly 


Leu 


V ct _L 


o ti J_ 


Ser 


Val 


Leu 


Asp 


Asn 










*3 O C 










J J u 










33 5 




Val 


Pro 


Leu 


val 


Ala 




npv, — 

inr 


11c 




Met 


iy X. 


Asp 


Leu 


Pro 


Met 


Asn 








-5 *± U 










345 










350 






Asp 


Pro 


Leu 


Trp 


Lys 


Leu 


lie 


Ala 


Tyr 


Thr 


Ala 


Gly 


Thr 


Gly 


Gly 


Ser 




3 55 










360 










365 








lie 


Leu 


He 


He 


Gly 


Ser 


Ala 


Ala 


Gly 


Val 


Ala 


Tyr 


Met 


Gly 


Met 


Glu 




370 










375 










380 










Lys 


Val 


Ser 


Phe 


Gly 


Trp 


Tyr 


Val 


Lys 


His 


Ala 


Ser 


Trp 


He 


Ala 


Leu 


385 










390 










395 










400 


Ala 


Ser 


Tyr 


Phe 


Gly 


Gly 


Leu 


Ala 


Val 


Tyr 


Phe 


Leu 


Met 


Glu 


Asn 


Cys 








405 










410 










415 




Val 


Asn 


Leu 


Phe 


Val 

























420 



(2) INFORMATIONS POUR LA SEQ ID NO: 511: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 408 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 5057 63 . . 5 0 69 8 6 
(xi) DESCRIPTION.DE LA SEQUENCE: SEQ ID NO: 511: 



Lys 


His 


Leu 


He 


Pro 


Lys 


Leu 


Val 


Thr 


Cys 


Leu 


Lys 


Glu 


Gly 


Tyr 


Ser 


1 








5 










10 










15 




Phe 


Asn 


Thr 


Leu 


Lys 


Lys 


Asp 


Phe 


Thr 


Ala 


Gly 


He 


Thr 


Ala 


Gly 


He 








20 










25 










30 






Leu 


Ala 


Phe 


Pro 


Leu 


Ala 


He 


Ala 


He 


Ala 


He 


Gly 


He 


Gly 


Val 


Ser 






35 










40 










45 








Pro 


Leu 


Gin 


Gly 


Leu 


Leu 


Ala 


Ser 


He 


He 


Gly 


Gly 


Phe 


Leu 


Ala 


Ser 




50 










55 










60 










Ala 


Leu 


Gly 


Gly 


Ser 


Arg 


Val 


Leu 


He 


Ser 


Gly 


Pro 


Thr 


Ser 


Ser 


Phe 


65 






70 










75 










80 


He 


Ser 


He 


Leu 


Tyr 


Cys 


He 


Gly 


Val 


Lys 


Tyr 


Gly 


Glu 


Asp 


Gly 


Leu 










85 










90 










95 




Phe 


Thr 


He 


Thr 


Leu 


Met 


Ala 


Gly 


He 


Phe 


Leu 


Val 


He 


Phe 


Gly 


Leu 








100 










105 










110 






Ala 


Gly 


Leu 


Gly 


Thr 


Phe 


He 


Lys 


Tyr 


Met 


Pro 


Tyr 


Pro 


Val 


Val 


Thr 




115 










120 










125 








Gly 


Leu 


Thr 


Thr 


Gly 


He 


Ala 


Val 


He 


He 


Phe 


Ser 


Ser 


Gin 


He 


Arg 


130 










135 










140 










Asp 


Phe 


Leu 


Gly 


Leu 


Gin 


Met 


Gly 


Asp 


Gly 


Val 


Pro 


Leu 


Asp 


Phe 


He 


145 










150 










155 










160 
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Gly Lys Trp Ala Ala Tyr Trp Asp Tyr Leu Trp Thr Trp Asp Ser Lys 

165 170 175 

Thr Phe Ala Val Gly Leu Phe Thr Leu Leu Leu Met lie Tyr Phe Arg 

180 185 190 

Asn Tyr Lys Pro Arg Tyr Pro Gly Val Met lie Ser lie lie lie Ala 

195 200 205 

Ser Thr Leu Val Trp lie Leu Lys lie Asp lie Pro Thr lie Gly Ser 

210 215 220 

Arg Tyr Gly Thr Leu Pro Ser Ser Leu Pro Gly Pro Val Phe Pro His 
225 230 235 240 

lie Ser lie Thr Lys Met Leu Gin Leu Met Pro Asp Ala Leu Thr lie 

245 250 255 

Ser Val Leu Ser Gly lie Glu Thr Leu Leu Ala Ala Val Val Ala Asp 

260 265 270 

Gly Met Thr Gly Trp Arg His Gin Ser Asn Cys Gin Leu lie Gly Gin 

275 280 285 

Gly lie Ala Asn lie Gly Thr Ser Leu Phe Ala Gly Met Pro Val Thr 

290 295 300 

Gly Ser Leu Ser Arg Thr Thr Ala Ser lie Lys Cys Gly Ala Ser Thr 
305 310 315 320 

Pro lie Ala Gly lie lie His Ala lie Cys Leu Ser Phe lie Leu Leu 

325 330 335 

Leu Leu Ala Pro Leu Thr lie Lys lie Pro Leu Thr Cys Leu Ala Ala 

340 345 350 

Val Leu lie Leu lie Ala Trp Asn Met Ser Glu lie His His Phe lie 

355 360 365 

His Leu Phe Thr Ala Pro Lys Lys Asp Val Leu Val Leu Leu Thr Val 

370 375 380 

Phe lie Leu Thr Val Met Thr Thr lie Thr Ser Ala Val Gin Val Gly 
385 390 395 400 

Met lie Leu Gin Pro Phe Tyr Ser 
405 



(2) INFORMATIONS POUR LA SEQ ID NO: 512: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 147 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 50 69 9 9 5 0743 9 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 512: 

Ala lie Tyr Leu Met Leu Ser Pro Gin Gin Asn lie Leu Met Asn Pro 

15 10 15 

Asn Asn Leu Lys Met Thr Cys Tyr Phe Ser Lys Asn Glu Val Pro Pro 

20 25 30 

Phe Thr Glu lie Tyr Glu lie Asn Gly Pro Phe Phe Phe Gly lie Ala 

35 40 45 

Asp Arg Leu Lys Asn Leu Leu Asn Glu lie Glu Lys Pro Pro Lys lie 

50 55 60 

Phe lie Leu Cys Met Thr Arg Val Pro Thr lie Asp Ala Ser Ala Met 
65 70 75 80 

His Ala Leu Glu Glu Phe Phe Leu Glu Cys Asp Arg Gin Gly Thr Leu 
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85 90 95 

Leu Leu Leu Ala Gly Val Lys Lys Thr Pro Leu Ser Asp Leu Arg Arg 

100 105 110 

Tyr His Val Asp Glu Leu lie Gly Val Asp His lie Phe Ser Asn lie 

115 120 125 

Lys Gly Ala Leu Leu Phe Ala Lys Ala Leu lie Lys Leu Glu Ser Lys 

130 135 140 

Ser Ser Gin 
145 



(2) INFORMATIONS POUR LA SEQ ID NO: 513: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 252 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement < 507 649 508404 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 513: 



Ser 


Phe 


Arg 


Val 


Cys 


Ser 


Arg 


Tyr 


Lys 


Asn 


Trp 


Lys 


Asn 


Ala 


Phe 


Asp 


1 








5 










10 










15 




Gly 


Cys 


Ser 


Ser 


Asn 


Asp 


Ser 


Trp 


Ala 


Lys 


Glu 


Phe 


Ser 


Gly 


Tyr 


Ser 








20 










25 










30 






Cys 


Gin 


Leu 


His 


Asn 


Cys 


Leu 


Glu 


Arg 


He 


Gly 


Phe 


Ser 


Leu 


Thr 


His 






35 










40 










45 








Leu 


Tyr 


Glu 


Leu 


Ala 


He 


Gly 


Gly 


Thr 


Ala 


He 


Gly 


Thr 


Gly 


Leu 


Asn 




50 










55 










60 










Val 


Pro 


Glu 


Gly 


Phe 


Val 


Glu 


Lys 


Val 


He 


Gin 


Tyr 


Leu 


Arg 


Arg 


Glu 


65 










70 










75 










80 


Thr 


Gly 


GlU 


Pro 


Phe 


Val 


Pro 


Ala 


Ser 


Asn 


Tyr 


Phe 


Ala 


Ala 


Leu 


Ser 








85 










90 










95 




Asn 


His 


Asp 


Ala 


Leu 


Val 


Gin 


Ala 


His 


Gly 


Ser 


Leu 


Thr 


Val 


Leu 


Ala 








100 










105 










110 






Cys 


Ala 


Leu 


Val 


Lys 


He 


Ala 


Thr 


Asp 


Leu 


Ser 


Xaa 


Leu 


Gly 


Ser 


Gly 






115 










120 










125 








Pro 


Arg 


Cys 


Gly 


Leu 


Gly 


Glu 


He 


Phe 


Phe 


Pro 


Glu 


Asn 


Glu 


Pro 


Gly 




130 










135 










140 










Ser 


Ser 


He 


Met 


Pro 


Gly 


Lys 


He 


Asn 


Pro 


Thr 


Gin 


Ser 


Glu 


Ala 


Leu 


145 










150 










155 










160 


Gin 


Met 


Val 


Cys 


Ser 


Gin 


Val 


He 


Gly 


Asn 


Asn 


Gin 


Ser 


He 


He 


Phe 










165 










170 










175 




Ser 


Gly 


Thr 


Lys 


Gly 


Asn 


Phe 


Glu 


Leu 


Asn 


Val 


Met 


Lys 


Pro 


Val 


He 








180 










185 










190 






He 


Tyr 


Asp 


Phe 


Leu 


Gin 


Ser 


Val 


Asn 


Leu 


Leu 


Ala 


Gly 


Ala 


Met 


Arg 




195 










200 










205 








Ser 


Phe 


Ala 


Asp 


Cys 


Phe 


Val 


Cys 


Gly 


Leu 


Lys 


Val 


Asn 


Lys 


Gly 


Gin 




210 










215 










220 










Leu 


Gin 


Gin 


Asn 


Val 


Glu 


Arg 


Ser 


Leu 


Met 


Leu 


Val 


Thr 


Ala 


Leu 


Val 


225 










230 










235 










240 


Pro 


Phe 


Trp 


Gly 


Thr 


He 


Asn 


Val 


Gin 


Arg 


Leu 


Leu 











245 250 
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(2) INFORMATIONS POUR LA SEQ ID NO: 514: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 100 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 50829 1 .. 508590 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 514: 



Thr 


He 


Met 


Gin 


Leu 


Thr 


Thr 


He 


Pro 


Arg 


Lys 


Leu 


Phe 


Cys 


Pro 


Arg 


1 








5 










10 










15 




Val 


He 


Gly 


Thr 


Thr 


Ser 


He 


Lys 


Cys 


Val 


Leu 


Pro 


He 


Phe 


He 


Ser 








20 










25 










30 






Arg 


Ala 


Asn 


Ser 


Lys 


Ala 


Leu 


Ala 


Ser 


Thr 


Thr 


Phe 


Phe 


Lys 


Cys 


Ser 






35 










40 










45 








Asn 


Thr 


Gly 


He 


Lys 


Asp 


Pro 


Phe 


He 


Leu 


Cys 


Thr 


Ala 


Ala 


He 


Cys 




50 










55 










60 










He 


Ala 


Val 


Gly 


Lys 


Thr 


Ser 


Phe 


Glu 


Asp 


Trp 


Val 


Tyr 


Ser 


Arg 


Asp 


65 










70 










75 










80 


His 


Trp 


Asp 


Ala 


Arg 


Asp 


Val 


Tyr 


Phe 


Gin 


Ala 


Leu 


Pro 


His 


Asp 


Ala 










85 










90 










95 




Glu 


Leu 


Leu 


Asn 



























100 



(2) INFORMATIONS POUR LA SEQ ID NO : 515: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 146 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 5 0847 8 5 089 15 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 515: 

Met Xaa Gin Glu Asn Asp Ser Leu Gly He Val Leu Val Pro Glu Asp 

15 10 15 

Lys Leu Phe Gly Ala Gin Thr Gly Xaa Ser Gin Glu Phe Phe Ser Tyr 

20 25 30 

Gly Lys Glu Ser Met Pro Leu Glu He He His Ala Leu Val Lys He 

35 40 45 

Lys Lys Cys Ala Ala Lys Ala Asn Gly Asp Leu Gly Cys Leu Asp Ala 

50 55 60 

Lys Arg Arg Asp Met He Val Ala Ala Thr Asp Glu He Leu Ser Gly 
65 70 75 80 

Glu Phe Asp Glu His Phe Pro Leu Lys Val Trp Gin Thr Gly Ser Gly 

85 90 95 

Thr Gin Ser Asn Met Asn Val Asn Glu Val He Ala Asn Leu Ala He 

100 105 110 

Gin Arg His Gly Gly Glu Leu Gly Ser Lys His Pro Val His Pro Asn 
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115 120 125 

Asp His Val Asn Lys Pro Ser Pro Gin Met Met Phe Ser Gin Arg Gin 

130 135 140 

Cys lie 
145 

(2) INFORMATIONS POUR LA SEQ ID NO: 516: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 313 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: OU1 



(viii) POSITION DANS LE GENOME: 5097 53 510691 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 516: 



lie 


Pro 


He 


Thr 


Val 


Leu 


Pro 


Cys 


Leu 


rfie 


Tyr 


Leu 


Lys 


Asp 


Asp 


Pro 


1 








5 










1 u 










J. b 




Lys 


Leu 


Ala 


Ala 


Pro 


1 7-. 1 

Val 


Pro 


Thr 


Lys 


Ser 


irne 


Thr 


Leu 


Leu 


Leu 


Asp 






20 










Z D 










J u 






Trp 


Thr 


Pro 


Asn 


Pro 


Asn 


His 


lie 


Pro 


Leu 


Tyr 


va j. 


L»±y 


Val 


pi,, 
bill 


Lys 




35 










40 


















Gly 


Phe 


Phe 


Val 


Asp 


Glu 


/**» T i r 

(j xy 


lie 


Ser 


Leu 


X 1 1-L 


Leu 


pin 


Ly s 


Asn 


J. Hi- 


50 










55 










60 










Asp 


Thr 


Cys 


Ser 


Ser 


He 


Pro 


His 


Leu 


Leu 


Leu 


Glu 


Lys 


Val 


Asp 


Tyr 


65 










70 










75 










80 


Thr 


Leu 


Tyr 


His 


Ser 


Leu 


Gly 


Val 


Leu 


Lys 


Thr 


Ala 


Val 


Arg 


Gly 


Ala 








85 










90 










95 




Pro 


Val 


Gin 


Val 


Ala 


Gly 


Arg 


Leu 


He 


Asp 


Ser 


Ser 


Leu 


Gin 


Gly 


Leu 








100 










105 










110 






He 


Tyr 


Arg 


Lys 


Asn 


Glu 


Gly 


Val 


Glu 


Lys 


Leu 


Glu 


Asp 


Leu 


Asn 


Gly 






115 










120 










125 








Arg 


Val 


Leu 


Gly 


Phe 


Cys 


Leu 


Asn 


Asp 


Ser 


Lys 


Asn 


Leu 


Pro 


Asn 


Leu 




130 










135 










140 










Leu 


Glu 


Ala 


Leu 


Arg 


Lys 


His 


His 


Val 


Val 


Pro 


Ser 


Glu 


He 


Lys 


Asn 


145 










150 










155 










160 


Val 


Ser 


Ala 


Asp 


Met 


He 


Ser 


Pro 


Met 


Leu 


Thr 


Tyr 


Gin 


He 


Asp 


Phe 










165 










170 










175 




Leu 


Tyr 


Gly 


Gly 


Phe 


Tyr 


Asn 


Val 


Glu 


Gly 


Val 


Thr 


He 


Ala 


Leu 


Lys 








180 










185 










190 






Gly 


Thr 


Pro 


Thr 


Gly 


Cys 


Phe 


Leu 


Ser 


Asp 


Thr 


Tyr 


Gly 


Ser 


Pro 


Thr 




195 










200 










205 








Gly 


Pro 


Gin 


Leu 


Leu 


He 


Cys 


Gly 


Lys 


Lys 


Gly 


Ser 


Pro 


Ala 


Met 


Thr 




210 










215 










220 










Pro 


Gin 


Thr 


Leu 


Gin 


Ser 


Leu 


Gin 


Lys 


Ala 


Leu 


Ser 


Arg 


Ser 


Leu 


Asp 


225 










230 










235 










240 


Phe 


Cys 


Arg 


Glu 


Tyr 


Pro 


Gin 


Glu 


Ala 


Phe 


Ala 


He 


Tyr 


Val 


Glu 


Ala 










245 










250 










255 




Thr 


Lys 


Asp 


Ser 


Pro 


Lys 


Val 


Leu 


Ser 


Asp 


Glu 


Gin 


Ala 


Gin 


Trp 


Glu 








260 










265 










270 






Val 


Thr 


Leu 


Pro 


Leu 


Leu 


Ala 


Lys 


Thr 


Gin 


Glu 


Pro 


Leu 


Ser 


Arg 


Glu 






275 










280 










285 








Leu 


Leu 


Glu 


Ser 


Leu 


Leu 


Val 


Thr 


Leu 


Ser 


Thr 


Thr 


Cys 


Pro 


Asp 


Leu 



290 295 300 



1260 



Gin Ala Ser lie Asp Thr Phe Phe Tyr 
305 310 



(2) INFORMATIONS POUR LA SEQ ID NO : 517: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 163 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 51 103 9 . . 5 11527 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 517: 

Lys Lys Gin Ser Ala Ala Ser Leu Glu Gly Lys Ser Phe Cys Ser Ser 

15 10 15 

Arg Val Phe Cys Ser Leu Ser Ser lie lie Arg Ala Pro Leu Leu Phe 

20 25 30 

Ala Asn Thr Ser Met Arg Ser Thr Val Val Gly Gly Cys Gly Val Met 

35 40 45 

Phe Thr Gly Met Arg Ala lie Leu Arg Asn Thr Gin Ala Ser Leu Trp 

50 55 60 

Ser Lys lie Pro Ser Leu Ser Gin Ser Pro Lys Val Ala Pro lie Ala 
65 70 75 80 

Leu Pro Leu Met lie Gly Pro Ser Trp Leu Cys Ala Cys Ala Pro Leu 

85 90 95 

Ala Met Gin Gin Leu Pro Phe Ser lie Val Cys Ala Leu Leu Cys Leu 

100 105 110 

Ser Trp Leu Met Met Thr lie Thr Thr lie Val Leu Gin Thr Ala Asn 

115 120 125 

Lys Ala Gly Ser Gin Thr lie lie Ala Thr Gin Thr lie Leu Gly Leu 

130 135 140 

Ala Val Val lie Val Gly Ala Gin Leu Leu Val Ser Gly Leu Gin Gin 
145 150 155 160 

Thr Phe Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 518: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 213 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) H YPOTHET IQUE : ou i 



(viii) POSITION DANS LE GENOME: 511547 512185 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 518: 

Met Leu His Ser Leu Phe Arg Leu Thr Leu Leu Phe Tyr Ala Leu Phe 

1 5 10 15 

Asn Ala Leu Gly Ser Leu Pro Val Phe lie Ala Leu Leu Lys Asn Phe 



1261 



20 25 30 

Ser Phe Lys Lys Gin Gin Arg lie lie Leu Arg Glu Ser lie Phe Ala 

35 40 45 

Leu Leu Leu Leu Leu Leu Phe Val Thr Phe Gly Arg Gly Phe Phe Arg 

50 55 60 

Leu Leu Gly lie Thr Leu Pro Ala Phe Gin Phe Thr Gly Gly Leu Leu 
65 70 75 80 

Leu Gly Ser lie Ala lie Asp Met Met Lys Ala Leu Pro Ser Gin Ser 

85 90 95 

Glu Thr Leu Glu Lys Asp Lys Asp Glu Pro Val Phe Phe Pro Leu Ala 

100 105 110 

Phe Pro Val lie Thr Gly Pro Ala Met lie Thr Ser Thr Leu Gly His 

115 120 125 

Met Glu Glu Gly lie Phe Pro Lys Glu lie Val Leu Gly Ala He Val 

130 135 140 

Xaa Ala Trp Leu Phe Ser Leu He Thr Leu Leu Phe Ser Ser Ser He 
145 150 .155 160 

Asn Arg Leu Phe Gly Gin Met Gly Leu Leu Ala Leu Glu Arg Leu Phe 

165 170 175 

Gly He Ser Leu Ala Leu Met Ala Gly Asn Leu Met Leu Lys Ala Leu 

180 185 190 

Ser Thr Ala Phe Asn He Gly Tyr Tyr Met Leu His Leu Lys Ala Leu 

195 200 205 

Leu Tyr Val Lys Arg 
210 



(2) INFORMATIONS POUR LA SEQ ID NO: 519: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 237 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 5123 82 5 13 092 

<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 519: 

Ser Leu Pro Ser Tyr Ser Ser Tyr Ser Arg Cys Phe Met Arg Xaa Ala 

15 10 15 

Lys Glu Gly Val Thr Thr Asn Glu Leu Asp Leu Leu Ser Arg Glu Leu 

20 25 30 

His Lys Arg His Asn Ala He Pro Ala Pro Leu Asn Tyr Gly His Pro 

35 40 45 

Pro Phe Pro Lys Thr He Cys Thr Ser Leu Asn Glu Val He Cys His 

50 55 60 

Gly He Pro Asn Asp He Pro Leu Gin Asn Gly Asp He Met Asn He 
65 70 75 80 

Asp Val Ser Cys He Val Asp Gly Phe Tyr Gly Asp Cys Ser Arg Met 

85 90 95 

Val Met He Gly Glu Val Ser Glu He Lys Arg Lys Val Cys Glu Ala 

100 105 110 

Ser Leu Glu Ala Leu Asn Ala Ala He Ser He Leu Glu Pro Asn Leu 

115 120 125 

Pro Leu Tyr Glu He Gly Glu Val He Glu Asn Cys Ala Ala Lys Tyr 
130 135 140 
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Gly Phe Ser Val Val Asp Gin Phe Val Gly His Gly Val Gly Val Lys 
145 150 155 160 

Phe His Glu Asn Pro Phe Val Ala His His Arg Asn Ser Cys Lys lie 

165 170 175 

Pro Leu Ala Pro Gly Met lie Phe Thr lie Glu Pro Met lie Asn Val 

180 185 190 

Gly Lys Lys Glu Gly Phe lie Asp Pro lie Asn His Trp Glu Ala Arg 

195 200 205 

Thr Cys Asp His Gin Pro Ser Ala Gin Trp Glu His Ala lie Leu lie 

210 215 220 

Thr Asp Ser Gly Cys Glu Val Leu Thr Leu Leu Asp Lys 
225 230 235 



(2) INFORMATIONS POUR LA SEQ ID NO: 520: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 411 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement { 513 055 514287 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 52 0: 



Thr 


Lys 


Lys 


Arg 


Val 


Leu 


Met 


Gly 


Phe 


Gly 


Thr 


Val 


Arg 


Gly 


Lys 


Gly 


1 








5 










10 










15 




Lys 


Ala 


Val 


Lys 


Ser 


Phe 


Phe 


Leu 


Arg 


Pro 


Leu 


Gin 


Asn 


Leu 


Glu 


Val 








20 










25 










30 






Gly 


Leu 


Phe 


Ser 


Leu 


Pro 


He 


Val 


Leu 


Leu 


Leu 


Gly 


Glu 


He 


Gly 


Cys 






35 










40 










45 








Val 


Ser 


Ser 


He 


Ser 


Ser 


Val 


Ser 


Leu 


Val 


Ala 


Val 


Leu 


Ser 


He 


Val 




50 










55 










60 










Gly 


Val 


Phe 


Val 


Ala 


Leu 


Val 


Ser 


Phe 


Phe 


Arg 


Ser 


Trp 


Gly 


Tyr 


Gly 


65 










70 










75 










80 


Leu 


Ser 


Val 


Val 


Gly 


Ala 


He 


Phe 


Phe 


Gly 


Leu 


Ala 


Leu 


Cys 


Asn 


Asn 










85 










90 










95 




Phe 


Pro 


Val 


Ser 


Val 


Phe 


Trp 


Gly 


Gly 


Leu 


Leu 


Thr 


Val 


Ser 


Phe 


He 








100 










105 










110 






He 


Ser 


Tyr 


Gly 


He 


Leu 


Leu 


Leu 


Ser 


Val 


Ser 


Leu 


Val 


Glu 


Gly 


His 






115 










120 










125 








He 


Lys 


Glu 


Lys 


Ala 


Val 


Ser 


Leu 


Ser 


Glu 


Leu 


Thr 


Ala 


Ser 


His 


Asn 




130 










135 










140 










Ser 


Leu 


Gin 


Asp 


Ser 


Tyr 


Asn 


Arg 


Glu 


Val 


Gin 


Glu 


Arg 


Lys 


Glu 


Lys 


145 










150 










155 










160 


Glu 


Leu 


Leu 


Ala 


Gin 


Ser 


Lys 


He 


Thr 


Ala 


Leu 


GlU 


Gin 


Glu 


Leu 


Ser 










165 










170 










175 




Val 


Ser 


His 


GlU 


Gin 


Leu 


Gin 


Glu 


Val 


Ser 


Arg 


Lys 


Tyr 


Thr 


His 


Thr 








180 










185 










190 






Ser 


Glu 


Asp 


Leu 


Gin 


He 


Leu 


He 


Asp 


Gin 


Arg 


Asp 


Ser 


Trp 


Leu 


Lys 






195 










200 










205 








Asp 


Tyr 


Met 


Thr 


Leu 


His 


Gin 


Glu 


Tyr 


Val 


Arg 


Val 


Val 


Ala 


Gly Asp 




210 










215 










220 










Glu 


Glu 


Asn 


Val 


He 


Phe 


Pro 


Trp 


Lys 


Val 


Phe 


Gin 


Gly 


Asn 


Ser 


Glu 


225 










230 










235 










240 


Lys 


Asp 


Ser 


Gly 


Tyr 


Gin 


Gin 


Arg 


Val 


Gin 


Asp 


Ala 


Glu 


His 


Lys 


He 



1263 



Ala His Leu Glu 
260 

Ala Glu Glu Cys 
275 

Arg Leu Arg Glu 
290 

lie Ala ser Leu 
305 

Ser Val Ser Asp 

Arg Glu Gin Phe 
340 

Glu Arg Phe Leu 
355 

Glu Glu Glu Ala 
370 

Gin Asn Leu Leu 
385 

Leu Glu Glu Leu 



245 

Lys Leu Cys Glu 

Leu Asp Lys Ala 
280 

lie Leu Glu Lys 
295 

Lys Gin Glu lie 
310 

Asp Arg Ala Ala 
325 

Thr Val Lys Asp 

Ala Gin Glu Gin 
360 

Leu Asn Leu Ser 
375 

Leu Gin lie Glu 
390 

Val Leu His Asn 
405 ■ 



250 

Glu Glu Asn Ser 
265 

Leu Ala Asp Leu 

Glu lie Phe Gin 
300 

Ala Ala Glu Lys 
315 

Tyr Lys Gly Lys 
330 

Ser Phe Leu Lys 
345 

Leu Leu Val Leu 

Thr Thr Asp Ser 
380 

Ala Leu Glu Glu 
395 

Gin Asn Arg 
410 



255 

Gly Lys Arg Tyr 
270 

Leu Glu Ser Thr 
285 

Lys Asp Glu Glu 

Leu Leu Ser Ser 
320 

Tyr Leu Gin Leu 
335 

Lys Ala Arg Arg 
350 

Lys Arg Ala Lys 
365 

Phe Ser lie lie 

Glu Val Thr Tyr 
400 



(2) INFORMATIONS POUR LA SEQ ID NO : 521: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 152 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 514789 515244 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 521: 



Asn 


Met 


Ser 


Ala 


Pro 


Thr 


Ser 


Gin 


Val 


Gly 


Asp 


Thr 


Gin 


Tyr 


Val 


Ser 


1 








5 










10 










15 




Ser 


Leu 


Pro 


Pro 


Leu 


Glu 


Pro 


Leu 


Gly 


Thr 


Pro 


Pro 


He 


Ala 


Glu 


Leu 








20 










25 










30 






Leu 


Phe 


Ser 


He 


Tyr 


Ser 


Leu 


Leu 


Leu 


Glu 


Ala 


Val 


Glu 


He 


Arg 


Gin 






35 










40 










45 








Glu 


Thr 


He 


Leu 


Thr 


Gin 


Ser 


Lys 


Gin 


Leu 


Asn 


Asp 


Asn 


Thr 


Asn 


He 




50 










55 










60 










Gin 


Gin 


Gin 


Leu 


Asn 


Gin 


Glu 


Thr 


Asn 


Gin 


He 


Lys 


Tyr 


Ala 


Val 


Val 


65 










70 










75 










80 


Gly 


Ser 


Gly 


Ala 


Lys 


Glu 


Asp 


Glu 


Asn 


His 


Thr 


Ser 


Thr 


Lys 


Pro 


Glu 










85 










90 










95 




Pro 


Lys 


Leu 


Phe 


Cys 


Thr 


Thr 


Leu 


Lys 


Tyr 


Pro 


Arg 


Pro 


He 


Ser 


Asn 








100 










105 










110 






Cys 


Pro 


Thr 


Lys 


Trp 


Thr 


Asp 


Tyr 


Pro 


Leu 


Ser 


Arg 


He 


Tyr 


Lys 


His 






115 










120 










125 








Gin 


His 


Tyr 


Ala 


Ala 


Asn 


Arg 


Ser 


Thr 


Glu 


Leu 


Leu 


Leu 


His 


Gin 


Asn 




130 










135 










140 










He 


Glu 


Leu 


Arg 


Gly 


Lys 


His 


Ser 



















145 150 
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(2) INFORMATIONS POUR LA SEQ ID NO: 522: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 92 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 514994 515269 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 522: 

Thr Lys Lys Arg He Lys Ser Asn Thr Leu Ser Leu Ala Leu Glu Leu 

15 10 15 

Lys Lys Thr Lys He Thr Arg Val Gin Asn Gin Asn Gin Asn Tyr Ser 

20 25 30 

Ala Gin Arg Ser Asn He Gin Asp Gin Leu Val Thr Ala Arg Gin Asn 

35 40 45 

Gly Gin He He Leu Ser His Ala Ser Thr Asn He Asn He Met Gin 

50 55 60 

Gin He Ala Gin Gin Asn Ser Ser Phe He Lys Thr Leu Asn Ser Val 
65 70 75 80 

Gly Ser Thr Val Asn Gin Leu Asn Lys Pro Leu Ser 
85 90 



(2) INFORMATIONS POUR LA SEQ ID NO: 523: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 84 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 515553 515804 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 523: 

He Tyr Thr Thr He Pro Lys Asn Gin Val Asn Ser Gin Asn Ser Ser 

1 5 _ 10 15 

Tyr Leu Gin Asn Val Gin Ser Val Asn Gin Ala Val Gly Ala Ser Arg 

20 25 30 

Gin Ala lie Gin Asn Gin He Ser Gly Leu Gly Asn Ala Ser Gin Val 

35 40 45 

He Ser Ser Asn Leu Asn Thr Asn Asn Asn He He Gin Gin Ser Leu 

50 55 60 

Gin Val Gly Gin Ala Leu He Gin Thr Phe Ser Gin He Val Ser Leu 
65 70 75 80 

He Ala Asn He 



(2) 
(i) 



INFORMATIONS POUR LA SEQ ID NO: 524: 
CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 2 05 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 515808 516422 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 524: 

Arg Gly Tyr Pro Met Ser Ser Ala lie lie Pro Thr Leu Pro Glu Lys 

15 10 15 

Asn Thr Val lie Pro Asp Ser Thr Leu lie Glu Pro Thr Ser lie Glu 

20 25 30 

lie Asn Lys Lys Ser Ala Met Tyr Phe Cys lie Ala Val Met Leu Lys 

35 40 45 

Leu Ser Val Ala Thr Thr Asp Tyr Ser His Ala lie Met Ala Val Leu 

50 55 60 

Gin Glu Asn Thr Leu Glu Gin Gin Arg Lys Thr Lys Glu Leu lie Asn 
65 70 75 80 

lie Pro Leu Leu Tyr Val Pro Asp Leu lie Lys Lys Asn Gly Ser Asp 

85 90 95 

Asp Glu Tyr Thr Asn His Ser Thr lie Gin Ala Phe Gin Thr Ser Asn 

100 105 110 

Gin Gin lie Thr Ala Asn Arg Glu Leu lie Gin Gin Glu Leu Ser Ala 

115 120 125 

Ala Gin Gin Arg Ala Gin Ala Asn Gin Lys Ser Val Asn Ala Thr Ser 

130 135 140 

Thr Glu Ser Met Lys lie Leu Gin Ala Val Ser Ala Leu Leu Thr Ser 
145 150 155 160 

Leu lie Asp Leu Thr lie Lys Ala Asn Leu Thr Thr Ser Leu Arg Thr 

165 170 175 

Asn lie Leu Gly Cys Thr Gly Phe Pro Met His Pro Asn Asn Lys Pro 

180 185 190 

Cys Glu Thr Lys Gly Arg Leu Thr Ala Lys Asn Arg Ala 
195 200 205 



(2) INFORMATIONS POUR LA SEQ ID NO: 525: 

(i) CARACTER I ST I QUES DE LA SEQUENCE: 

(A) LONGUEUR: 232 acides amines 

(B) TYPE: acide amine. 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui . 



(viii) POSITION DANS LE GENOME: 5 1 647 6 . . 51717 1 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 525: 

Glu Leu Ser Ser Pro lie Ser Thr Asn Lys Leu Pro Phe Gly Glu Ser 

15 10 15 

Pro Lys Thr Ala Ser Leu Leu Val Leu Val Thr Ser Cys Ser Ala Pro 

20 25 30 

Ser lie Ala Phe Phe Leu Gin Tyr Phe Phe Gin Val Arg Gly Pro lie 
35 40 45 



1266 



Glu 


Trp 


Leu 


Ala 


Leu 


Ser 


Val 


Lys 


Gly 


He 


Hi s 




nlS 


Tyr 


rne 


Trp 




50 










55 


















Gin 


Trr> 


Leu 


Thr 


Tvr 


Pro 


Leu 


Val 


-L XIL. 


r\XCL 


Asp 


± nr 


Leu 


Lys 


Leu 


Gly 


65 










70 










7 5 










o U 


Asp 


Leu 


Arcr 


Ser 


Leu 


Glu 


He 


Thr 


Gin 


Arg 




Leu 




Arg 


Asn 


vai 










85 










90 














Leu 


Asp 


Phe 


He 


Leu 


Phe 


Tvr 


Lys 


Ala 


Thr 


Asp 


vdi 


Tin 


1 1 e 


Arg 


Lys 








100 










105 










i i a 

11U 




Leu 


Glv 


Thr 


Glv 


Ser 


Phe 


Val 


Phe 


Leu 


Leu 


JL 111. 


1 111. 




Vdi 


Ser 


Tl - 

lie 






115 










120 










1 oc 

X -J 








Ala 


Glv 


He 


Ser 


He 


TrtD 

J. X. ±J 


Ala 


Phe 


Leu 






lie 




Ser 


inr 


(jin 




130 










135 




















Ala 


Phe 


Phe 


Glv 


Pro 


Glu 


Ser 


Leu 


He 


Cys 


x\ -L d. 


Leu 


Leu 


lie 


vai 


Arg 


145 










150 










155 










J. o u 


Val 


Phe 


Leu 


Asp 


Pro 


Glu 


Lys 


Arg 


Leu 


Thr 


Leu 


Pro 


Leu 


Phe 


Pro 


He 










165 










170 










175 




Ser 


Leu 


Ser 


Arg 


Lys 


Trp 


Ser 


Phe 


Val 


Leu 


Leu 


Leu 


His 


Phe 


Tyr 


Phe 








180 










185 










190 




Leu 


He 


Leu 


He 


Leu 


Ser 


Gly 


Ala 


Tyr 


Ala 


He 


Leu 


Leu 


Gly 


Ser 


Val 






195 










200 










205 








Leu 


Ser 


Met 


Ala 


Leu 


Ala 


He 


Cys 


Phe 


Cys 


Tyr 


Lys 


Glu 


Asn 


He 


Pro 




210 










215 










220 










Asn 


Pro 


Tyr 


Arg 


Gly 


Ser 


Tyr 


Arg 



















225 230 



(2) INFORMATIONS POUR LA SEQ ID NO: 526: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 163 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 5 174 00 .. 5 17 888 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 526: 



Met 


Cys 


He 


Glu 


Lys 


Asp 


Leu 


Phe 


Phe 


Met 


Lys 


Lys 


Ala 


Leu 


Asp 


Glu 


1 








5 










10 










15 




Ala 


Arg 


Lys 


Ala 


Tyr 


Glu 


Gin 


Asp 


Glu 


Val 


Pro 


Val 


Gly 


Cys 


He 


He 








20 










25 










30 






Val 


His 


Gly 


Asp 


Lys 


He 


He 


Ala 


Arg 


Gly 


His 


Asn 


Ser 


Val 


Glu 


Gin 






35 










40 










45 








Leu 


Lys 


Asp 


Pro 


Thr 


Ala 


His 


Ala 


Glu 


Met 


He 


Cys 


He 


Ser 


Ala 


Ala 




50 










55 










60 










Ala 


Glu 


Tyr 


Leu 


Glu 


Asn 


Trp 


Arg 


Leu 


Lys 


Asp 


Thr 


He 


Leu 


Tyr 


Cys 


65 










70 










75 








80 


Thr 


Leu 


Glu 


Pro 


Cys 


Leu 


Met 


Cys 


Ala 


Gly 


Ala 


He 


Gin 


Leu 


Ala 


Arg 










85 










90 










95 


He 


Pro 


Arg 


He 


Val 


Trp 


Gly 


Ala 


Pro 


Asp 


Leu 


Arg 


Leu 


Gly 


Ala 


Gly 








100 










105 










110 




Gly 


Ser 


Trp 


Leu 


Asn 


Val 


Phe 


Leu 


Glu 


Lys 


His 


Pro 


Phe 


His 


Gin 


Val 






115 










120 










125 








Glu 


Cys 


Cys 


Ser 


Gly 


Val 


Cys 


Tyr 


Gin 


Glu 


Ser 


Glu 


Gin 


Leu 


Met 


Lys 




130 










135 










140 








Asn 


Phe 


Phe 


Leu 


Glu 


Lys 


Arg 


Lys 


Ala 


Lys 


Asp 


Glu 


Gly Arg 


Asn 


Ser 
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145 150 155 160 

Arg Ala Thr 



(2) INFORMATIONS POUR LA SEQ ID NO: 527 



<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 89 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 518114 5183 80 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 527: 

Met Ser Leu Asp Lys Gly Thr Lys Glu Glu lie Thr Lys Lys Phe Gin 

1 5 10 15 

Leu His Glu Lys Asp Thr Gly Ser Ala Asp Val Gin lie Ala lie Leu 

20 25 30 

Thr Glu His lie Thr Glu Leu Lys Glu His Leu Lys Arg Ser Pro Lys 

35 40 45 

Asp Gin Asn Ser Arg Leu Ala Leu Leu Lys Leu Val Gly Gin Arg Arg 

50 55 60 

Lys Leu Leu Glu Tyr Leu Asn Ser Thr Asp Thr Glu Arg Tyr Lys Asn 
65 70 75 80 

Leu lie Ala Arg Leu Asn Leu Arg Lys 
85 



(2) INFORMATIONS POUR LA SEQ ID NO: 528: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 140 ac ides, amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE .GENOME : 518403 518822 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 528: 



Asp 


Asn 


Ser 


Met 


Ala 


Phe 


Glu 


Thr 


Phe 


Ser 


Val 


Ala 


Leu 


Asp 


Lys 


Asp 


1 








5 










10 










15 




Lys 


Thr 


Leu 


He 
20 


Phe 


Glu 


Thr 


Gly 


Lys 
25 


He 


Ala 


Arg 


Gin 


Ala 
30 


Ser 


Gly 


Ala 


Val 


Leu 
35 


Val 


Lys 


Met 


Asn 


Glu 
40 


Thr 


Trp 


Val 


Phe 


Ser 
45 


Ser 


Ala 


Cys 


Ala 


Ala 
50 


Ser 


Leu 


Ser 


Glu 


Ala 
55 


Val 


Gly 


Phe 


Leu 


Pro 
60 


Phe 


Arg 


Val 


Asp 


Tyr 


Gin 


Glu 


Lys 


Phe 


Ser 


Ser 


Ala 


Gly 


Arg 


Thr 


Ser 


Gly 


Gly 


Phe 


Leu 


65 










70 










75 










80 


Lys 


Arg 


Glu 


Gly 


Arg 
85 


Pro 


Ser 


Glu 


Arg 


Glu 
90 


He 


Leu 


Val 


Ser 


Arg 
95 


Leu 
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lie Asp Arg Ser Leu Arg Pro Ser 
100 

lie Gin Val Leu Ser Tyr Val Trp 
115 120 
Asp Pro Pro Ser Leu Phe Ala Glu 
130 135 



Phe Pro Asn Arg Leu Met Gin Asp 
105 110 
Ser Tyr Asp Gly Lys Thr Leu Pro 
125 

Leu Leu Pro Leu 
140 



(2) INFORMATIONS POUR LA SEQ ID NO : 52 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 198 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 518923 519516 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 52 9: 



Val 


Pro 


Pro 


Ser 


Leu 


Asp 


Leu 


Val 


Met 


Ala 


Gly 


Thr 


Ala 


Ser 


Ala 


Val 


1 








5 










10 










15 




Leu 


Met 


He 


Glu 


Gly 


His 


Cys 


Asp 


Phe 


Leu 


Thr 


Glu 


Glu 


Gin 


Val 


Leu 








20 










25 










30 






Glu 


Ala 


He 


Ala 


Phe 


Gly 


Gin 


Thr 


Tyr 


He 


Ala 


Lys 


He 


Cys 


Asp 


Ala 






35 










40 










45 








He 


Glu 


Ala 


Trp 


Gin 


Lys 


Ala 


He 


Gly 


Lys 


Gin 


Lys 


Asn 


Phe 


Ser 


Ala 




50 










55 










60 










Val 


Leu 


Asp 


Met 


Pro 


Glu 


Asp 


Val 


Gin 


Asn 


Val 


Val 


Ser 


Asp 


Phe 


He 


65 










70 










75 








80 


Arg 


Glu 


Lys 


Phe 


Glu 


Lys 


Ala 


Leu 


Ser 


Phe 


Arg 


Asp 


Lys 


Glu 


Ala 


Leu 










85 










90 










95 




Glu 


Gin 


Ala 


Ser 


Lys 


Glu 


Leu 


Glu 


Glu 


Ser 


Val 


He 


Ala 


Asn 


Leu 


Val 








100 










105 










110 






Gin 


Glu 


Glu 


Asn 


Ser 


Asp 


Phe 


Ser 


Leu 


Leu 


Asn 


Val 


Lys 


Ala 


Ala 


Phe 






115 










120 










125 








Lys 


Thr 


Ala 


Lys 


Ser 


Asn 


Gin 


Met 


Arg 


Ala 


Leu 


He 


Gin 


Asp 


Leu 


Gly 




130 










135 










140 








He 


Arg 


Val 


Asp 


Gly 


Arg 


Thr 


Thr 


Thr 


Glu 


He 


Arg 


Pro 


He 


Ser 


He 


145 










150 










155 










160 


Glu 


Thr 


Pro 


Leu 


Leu 


Pro 


Arg 


Thr 


His 


Gly 


Ser 


Cys 


Leu 


Phe 


Thr 


Arg 










165 










170 










175 




Gly 


Glu 


Thr 


Gin 


Ser 


Met 


Ala 


Val 


Cys 


Thr 


Leu 


Gly 


Gly 


Glu 


Asn 


Met 








180 










185 










190 






Ala 


Gin 


Asp 


Ser 


Lys 


He 























195 



(2) INFORMATIONS POUR LA SEQ ID NO : 53 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 3 07 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 519577 520497 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 53 0: 



Lys 


Val 


Glv 


Arg 


He 


Glv 


Ser 


Pro 


Glv 


Arg 


Arg 


Glu 


He 


Gly 


His 


Gly 


1 








5 










10 










15 




Lys 


Leu 


Ala 


Glu 


Xaa 


Ala 


Leu 


Ser 


His 


Val 


Leu 


Pro 


Glu 


Thr 


Ser 


Arg 








20 










25 










30 






Phe 


Piro 


Tvr 


He 


He 


Arg 


Leu 


Glu 


Ser 


Asn 


He 


Thr 


Glu 


Ser 


Asn 


Glv 






35 










40 










45 








Ser 


Ser 


Ser 


Met 


Ala 


Ser 


Val 


Cys 


Gly 


Gly 


Cys 


Leu 


Ala 


Leu 


Met 


Asp 




50 










55 










60 










Ala 


Gly 


Val 


Pro 


He 


Lys 


Ala 


Pro 


Val 


Ala 


Gly 


He 


Ala 


Met 


Gly 


Leu 


65 










70 










75 










80 


lie 


Leu 


Asp 


Arg 


Asp 


Gin 


Ala 


He 


He 


Leu 


Ser 


Asp 


He 


Ser 


Glv 


He 










85 










90 










95 




Glu 


Asp 


His 


Leu 


Glv 


Asp 


Met 


Asp 


Phe 


Lvs 


Val 


Ala 


Glv 


Thr 


Ala 


Lys 








100 










105 










110 






Glv 


He 


Thr 


Ala 


Phe 


Gin 


Met 


Asp 


He 


Lys 


He 


Glu 


Gly 


He 


Thr 


His 






115 










120 










125 








Lys 


He 


Met 


Glu 


Gin 


Ala 


Leu 


Ala 


Gin 


Ala 


Lys 


Gin 


Glv 


Arg 


Ser 


His 




130 










135 










140 










lie 


Leu 


Asn 


Leu 


Met 


Thr 


Gin 


Val 


Leu 


Ala 


Ser 


Pro 


Lys 


Glv 


Thr 


Val 


145 










150 










155 










160 


Ser* 


Lys 


Tvr 


Ala 


Pro 


Arg 


He 


Glu 


Thr 


Met 


Gin 


He 


Asn 


Thr 


Ser 


Lys 










165 










170 










175 




lie 


Ala 


Thr 


Val 


He 


Gly 


Pro 


Gly 


Gly 


Lys 


Gin 


He 


Arg 


Gin 


lie 


He 








180 










185 










190 






Glu 


Arg 


Ser 


Gly 


Ala 


Gin 


Val 


Asp 


He 


Asn 


Asp 


Asp 


Gly 


Val 


He 


Asn 






195 










200 










205 








He 


Ala 


Ala 


Ser 


Thr 


Gin 


Glu 


Ser 


He 


Asn 


Lys 


Ala 


Lys 


Glu 


Leu 


He 




210 










215 










220 










Glu 


Gly 


Leu 


Thr 


Gly 


Glu 


Val 


Glu 


Val 


Gly 


Lys 


Val 


Tyr 


Asn 


Gly Arg 


225 










230 










235 










240 


Val 


Thr 


Ser 


He 


Ala 


Thr 


Phe 


Gly 


Val 


Phe 


Val 


Glu 


Val 


Leu 


Pro 


Gly 










245 










250 










255 




Lys 


Glu 


Gly 


Leu 


Cys 


His 


He 


Ser 


Glu 


Leu 


Ser 


Lys 


Gin 


Lys 


Val 


Asp 








260 










265 










270 






Asn 


He 


Ser 


Asp 


Phe 


Val 


Lys 


Glu 


Gly 


Asp 


Lys 


Leu 


Ala 


Val 


Lys 


Leu 






275 










280 










285 








Leu 


Ser 


He 


Asn 


Glu 


Lys 


Gly 


Gin 


Leu 


Lys 


Leu 


Ser 


His 


Lys 


Ala 


Thr 



290 295 300 

Leu Glu Asp 
305 



(2) INFORMATIONS POUR LA SEQ ID NO : 531: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 423 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 5207 18 52 1 9 8 6 ) 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 531: 



Pro 


\/a 1 
Vdl 


Leu 


T 1 £5 

lie 


Ser 


Leu 


Lys 


Cys 


Leu 


Leu 


C 1 \r 

biy 


Leu 


f 1 n 
blU 


bin 


vai 


blU 


i 

X 








5 










1 n 

x yj 










X _> 




Ser 


Pin 

blU 


lie 


Cys 


S er 


Ser 


Arg 


Arg 


Ser 


val 


i*ie i_ 


Leu 


Lgu 


pi u 
b iy 


lie 


lie 








z u 










7 ^ 










t n 

-3 u 






rne 


i le 


Asp 


bill 


lie 


Asp 


Aia 


vai 


1 -v r 

biy 


Arg 


HIS 


Arg 


biy 


Aia 


biy 


lie 






j _> 










a n 










ft O 










biy 


biy 


xl X £> 


Asp 


1 n 
ulU 


Arg 


C 1 1 1 


bXll 


1111 


Leu 


Asn 


pin 
bill 


Leu 


Leu 


\7a 1 

vai 




D U 










D _> 










D u 










Pin 
blU 


wec 


Asp 


biy 


rfle 


pi ir 

b iy 


inr 


Asn 


blU 


biy 


Wa 1 
Val 


Tic* 

lie 


Leu 


f*ie u 


Aia 


Til a 

Aia 


fi 










7 n 










7 ^ 










0 u 




Asri 


Arg 


IT J. U 


Asp 


vax 


Leu 


ASp 


Lys 


Ala 
nla 


Leu 


Leu 


Arg 


XT 1 Vj 


oiy 


Arg 










85 










9 0 










9 5 




Jrne 


Asp 


Arg 


Arg 


val 


Val 


Val 


Asn 


Leu 


Pro 


Asp 


lie 


Lys 


Pl»f 

biy 


Arg 


ir ne 








inn 

X u u 










i n 1 ^ 

A U J 










1 1 n 

1 1U 






blU 


T 1 Q 

lie 


Leu 


Ala 


val 


rll S 


ax a 


Lys 


Arg 


T 1 0 
lie 


Lys 


Leu 


Asp 


rlO 


Tnr 


u a l 

vai 






X X _> 




















1 z j 








Asp 


Lgu 


Mob 


ax a 


v ax 


r\ x a 


**x y 




nil 


Pro 

IT X \J 


m v 

\j a. y 


Ala 
r\xa 


OcX 


r* 1 \r 


Ala 
ax a 


Asp 




1JU 










X-J -J 










1 zi n 

X St u 










LeU 


O 1 n 
blU 


Asn 


Leu 


Leu 


Asn 


p 1 n 
X LI 


Ala 
AXa 


Ala 
AXa 


Leu 


Leu 


Ala 
Ala 


Ala 
AXa 


Arg 


Lys 


Asp 


11 j 




















1 










1 fin 

X O \J 


Arg 


Till" 


Ala 


VaX 


1 XIX 


A 1 pi 
A X a 


Vdl 


pin 
b X Li. 


VaX 


Ala 
AXa 


C 1 n 
b X IX 


Ala 
Ala 


Arg 


Asp 


Lys 


\7a 1 
vdl 










IDj 










1 7 n 

X / \J 










X / J 




Leu 


Tyr 


P 1 1 T 

biy 


Lys 


pin 
blU 


Arg 


Arg 


Ser 


Leu 


blU 


Kiec 


Asp 


Ala 

Aia 


bin 


pi n 
blU 


Lys 








1 on 
loU 










IOj 










i q n 

1 J7 U 






Lys 


inr 


lnr 


Aia 


Tyr 


ril S 


blU 


Ser 


biy 


rll S 


Aia 


T 1 Q 

lie 


vai 


P T t r 

biy 


Leu 


Cys 






1" J 










9 n n 










9 n ^ 

U D 








vai 


Glu 


HIS 


Ser 


Asp 


Pro 


val 


Asp 


Lys 


Val 


inr 


lie 


lie 


Pro 


Arg 


pi,f 
biy 




o i n 










ail J 










zzu 










Leu 


Ser 


Leu 


Gly 


Ala 


ml. -v- 

mr 


HIS 


pne 


Leu 


Pro 


blU 


Lys 


Asn 


Lys 


Leu 


Ser 












Zj U 










Z J D 












Tyr 


Trp 


Lys 


Lys 


Glu 


Leu 


Tyr 


Asp 


Gin 


Leu 


Ala 


vai 


Leu 


Met 


Gly 
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(2) INFORMATIONS POUR LA SEQ ID NO: 532: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 82 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 52 1886 522 13 1 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 532: 



lie 


Ser 


Leu 
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Gly 
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Val 


Glu 


Met 
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Val 


Gly 


Val 
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Arg 
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Leu His 



(2) INFORMATIONS POUR LA SEQ ID NO: 533: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 451 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 522 143 .. 5234 9 5 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 533: 

Leu Ser Ala Cys Leu He Ser He Val Val Ser Phe Met Ala Lys Asp 

15 10 15 

Lys Lys Thr Asn Pro Glu Ser Lys Lys Ser Phe Pro Thr Ala Phe Phe 

20 25 30 

Phe Leu Leu Phe Gly Val He Phe Gly Val Val Thr Val Gin Asn Phe 

35 40 45 

Phe Ser Ala Lys Lys Ala Ser Val Gly Phe Ser His Gin Leu Glu His 

50 55 60 

Leu Val Asn Leu Lys Leu Leu He Pro Glu Glu Ser Arg Lys Thr Ala 
65 70 75 80 

Leu Asn Asp Asn Leu Val Ser Phe Ser Gly Arg Phe Arg Glu Val Val 

85 90 95 

Pro Ala Glu Gly Gin Val Arg Tyr Gin Tyr Leu Asp Leu He Glu Arg 

100 105 110 

Lys His Gin He Asp Phe Glu Leu Glu Glu Ala Ser Lys Ser Leu Thr 

115 120 125 

Val Leu Ser Lys Glu Val Arg Asn Ala lie Thr Trp Phe Ser Ala He 
130 135 140 
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(2) INFORMATIONS POUR LA SEQ ID NO: 534: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

( A ) LONGUEUR : 3 23 ac ides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : oui 



<viii) POSITION DANS LE GENOME: complement ( 523 623 5245 9 1 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 534: 

Cys Tyr Asp Asn Pro Phe He Phe Glu Asn Asp Lys Gin Leu Glu Gly 

! 5 10 15 

Phe Phe Ser Ser Leu Asp Lys Lys Lys Lys Tyr Leu Leu Ala Leu Ser 
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20 25 30 
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(2) INFORMATIONS POUR LA SEQ ID NO : 53 5: 

(i) CARACTERISTIQUES DE _LA SEQUENCE: 

(A) LONGUEUR: 3 65 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 524 652 52 5746 
<xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 53 5: 

Asn Val Gin Leu He Phe Tyr Tyr Gly He He Met Pro He Leu Trp 
15 10 15 

Lys Val Leu He Phe Arg Tyr Leu Lys Thr Thr Val Phe Cys Thr Leu 
20 25 30 
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Ser Leu lie Cys lie Ser lie lie Ser Ser Leu Gin Glu lie Val Ser 

35 40 45 

Tyr lie Ala Lys Asp Val Pro Tyr Ala Thr Val Phe Lys Val Thr Ala 

50 55 60 

Tyr Gin lie Pro Tyr Leu Leu Pro Phe lie Leu Pro Ala Ser Cys Phe 
65 70 75 80 

lie Ser Ala Phe Thr Leu Phe Arg Lys Leu Ser Asp Asn Asn Gin lie 

85 90 95 

Thr Phe Leu Lys Ala Ser Gly Ala Ser Gin Gly Met lie He Phe Pro 

100 105 110 

Val Leu He Ala Ser Gly Val Leu Cys Cys Phe Asn Phe Tyr Thr Cys 

115 120 125 

Ser Glu Leu Ala Ser He Cys Arg Phe Gin Thr Gly Lys Ala He Ala 

130 135 140 

Asn He Ala Met Thr Ser Pro Ala Leu Leu Leu Gin Thr Leu Gin Lys 
145 150 155 160 

Lys Glu Asn Asp Arg He Phe He Ala He Asp His Cys Gly Lys Ser 

165 170 175 

Lys Phe Asp Asn Val He He Ala Leu Lys His Asn Gin Glu He Ser 

180 185 190 

Asn He Gly Phe He Glu Thr He He Pro Asp Val Asn Lys Asp Ser 

195 200 205 

Val Gin Ala Lys Asn Val Leu Val He Ser Lys He Pro Leu Phe Ser 

210 215 220 

Glu Ala Arg Thr Ser Asn Pro Asn Glu Phe Tyr Leu Glu Thr Leu Asp 
225 230 235 240 

Glu Phe Leu He Pro Lys He Thr Ala Thr Leu Phe Ala Gly Lys Ser 

245 250 255 

Tyr Met Lys Thr Arg Thr Asp Tyr Leu Pro Trp Lys Gin Leu He Gin 

260 265 270 

Asp Ala Arg Leu His Leu Ala Glu He Leu Arg Arg He Ala He Gly 

275 280 285 

Leu Leu Cys Ser Thr Met Thr Phe Ser Gly Leu Ala Leu Gly Thr Tyr 

290 295 300 

Lys Pro Arg Phe Arg Lys Pro Val Leu He Tyr Ala Leu Phe Pro He 
305 310 315 320 

Leu Asn Leu He Phe Leu He Val Gly Lys Asn Thr He His Pro He 

325 330 335 

Ser Ala Val Met Leu Phe Leu Phe Pro Gin Leu Leu Ser Trp Leu He 

340 345 350 

Phe Ser Trp Arg He Tyr Thr Glu Asn Gin Gly His Ala 
355 360 365 



(2) INFORMATIONS POUR LA SEQ ID NO : 53 6: 

(i) C ARAC TER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 116 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 52573 1 52 6078 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 53 6: 

Lys Ser Arg Ala Cys He Asp Met Val He Trp Lys Arg Tyr Leu Leu 
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1 5 
Ser Arg Phe Trp lie 
20 

Phe Tyr Ala Ser lie 
35 

Thr Ala He Ala Gly 
50 

Ser Gin He Ser Leu 
65 

Asn Cys Phe Asp Asn 
85 

Ser He Thr Ala Gly 
100 

Thr Ser Tyr He 
115 



10 

Ser Leu Ser Ser Leu Phe 
25 

His His Ser Leu His Ala 
40 

Ala Pro Leu Gin Leu Ser 
55 

Lys Ala Glu Phe He Leu 
70 75 
Tyr Thr He Phe His Ala 
90 

Phe Arg Ala Phe Pro Glu 
105 



15 

Phe Leu Ala Val He 
30 

Phe Arg Glu Gly Lys 
45 

Leu Leu Tyr Tyr Leu 
60 

Pro Thr Thr Arg Cys 
80 

Glu Gin Lys Arg Asn 
95 

Asn Phe Xaa Thr Ser 
110 



(2) INFORMATIONS POUR LA SEQ ID NO: 537: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 154 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 52593 9 526400 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 537: 

Lys Gin Asn Ser Phe Ser Leu Gin Leu Val Ala He Ala Ser Thr He 

15 10 15 

Thr Leu Phe Ser Met Gin Ser Lys Arg Glu He Leu Leu Leu Gin Ala 

20 25 30 

Ser Gly Leu Ser Leu Lys Thr Leu Xaa Arg Pro Leu Val He Ser Ser 

35 40 45 

Ser Leu He Thr Leu Leu Leu Tyr Ala Asn Phe Gin Trp Leu His Pro 

50 55 60 

He Cys Glu Lys He Ser Val Thr Lys Glu His Met Asp Lys Gly Thr 
65 70 75 80 

Leu Glu Lys Ala Gin Glu Lys He Pro Ala Leu Tyr Leu Lys Asp Gin 

85 90 95 

Thr Val Leu He Phe Ser Ser He Asn Arg Arg Ala Ala Thr Leu Asn 

100 ~ 105 110 

Asn Val Phe Trp He Lys Gly Pro Lys Thr He Tyr Ala He Lys Lys 

115 120 125 

Leu Ala Phe Thr Thr Pro Ser Leu Leu Ser Gly Leu Lys Cys Pro He 

130 135 140 

Phe Pro Lys Met Lys He Thr Lys Cys Leu 
145 150 



(2) INFORMATIONS POUR LA SEQ ID NO: 538: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 14 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIC QUE : oui 

(viii) POSITION DANS LE GENOME: 52 63 01 52 673 5 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 53 8: 
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He 
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Ser 
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(2) INFORMATIONS POUR LA SEQ ID NO: 53 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 491 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 526851 5283 23 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 53 9: 
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Met 
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Ala 
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Phe 
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Ala 


Arg 
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Ala 


Thr 


65 










70 










75 










80 


Ala 


Val 


Ser 


Gin 


Gin 


Pro 


Arg 


Lys 
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85 










90 










95 
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Leu 


His 


Phe 


Leu 


Arg 


Lys 


Ala 


Ala 


Ala 


Leu 


Leu 


Asn 


Glu 


Lys 


Asp 
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105 










110 






Leu 


Leu 


Asp 


Leu 


Gin 


Glu 


Lys 


His 


Ser 


Lys 


Ser 


Leu 


Val 


Ser 


Ser 


Leu 
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115 120 125 

Ser Ala Lys Leu Tyr Asp His Thr lie Asp Phe Val Glu Ala Ala Asn 

130 135 140 

Tyr lie Phe Leu Asn lie Ser Ser Lys Leu Gin Pro Glu Glu Gly Lys 
145 150 155 160 

Lys Pro Leu Ser Ala Gly Gin Tyr Val Ala Glu lie Tyr Asp Glu Leu 

165 170 175 

His Arg Leu Phe Ser Lys Tyr Pro Asn Gly Pro Leu Phe Lys Ala lie 

180 185 190 

Asp Arg Met Leu Asp Pro Tyr Leu Lys Glu Phe Asp Pro lie Leu Leu 

195 200 205 

Gly lie Leu Pro Cys Leu Glu Gly Lys Leu lie Gin Gly Asp Lys Glu 

210 215 220 

lie Lys Val Leu Arg Thr Pro Ser Pro Val Ser Gin Ser Ser lie Leu 
225 230 235 240 

Tyr Ala Asn Cys Asn Gly Glu Phe Leu His Phe Leu Asp Ala Lys Thr 

245 250 255 

Cys Gin Gly Asp Lys lie Leu Val lie lie Pro Arg Pro Trp Arg Pro 

260 265 270 

Glu His Ala Thr Ser Arg Ser Arg He He Glu Glu Ser Leu Gin Asp 

275 280 285 

Tyr Ser Ser Val Tyr Met Ser Ala Phe Pro Glu Pro Glu Asp Phe Leu 

290 295 300 

Tyr Gly Leu Glu Gin Val His Gly Glu Leu Glu Thr Phe Ala Asp Phe 
305 310 315 320 

Phe Ser Leu Val Gin Gin Glu Phe Phe Lys Pro Lys Ala Gin Gly Tyr 

325 330 335 

Cys Val Leu Pro Glu Glu Met Lys Glu Arg Met Gly Val Phe Phe Arg 

340 345 350 

Arg Tyr Leu Phe Leu Leu Leu Lys Asn Val Phe Phe Ser Lys Xaa Lys 

355 360 365 

He Leu Phe Lys Asn Asp Lys Val Leu Leu Leu His Leu He Tyr Tyr 

370 375 380 

Phe Val Val Phe Asn Leu He Glu Gin Leu Asp Pro Asn Thr Leu Val 
385 390 395 400 

He Met Ser Lys Asp Gly Leu Asp Tyr Ala Ser Val Phe Val Ser Gly 

405 410 415 

Phe Ala Phe Phe Glu Asn Arg Gly Asn Trp Asp Glu Asp Ser Leu Lys 

420 425 430 

Arg Met Val Ala Arg Met Leu Ala Pro Thr Leu Val Ala Arg Asp Arg 

435 440 445 

Leu Val Phe Ala Gin His Val Glu Leu Leu Ser Lys Phe Leu Asn Cys 

450 455 460 

Leu Arg Lys Asn Arg His Asn Leu Lys Asp Leu Arg Thr Leu Phe Ser 
465 470 475 480 

Tyr Asp Leu Glu Gly Trp Gin Phe Ser Gly He 
485 490 



(2) INFORMATIONS POUR LA SEQ ID NO: 540: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 190 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: complement ( 5282 92 .. 528861 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 540: 



Lys 


Asp 


Tyr 


Phe 


Ser 


Leu 


Ala 


Leu 


Gly 


Gly 


Gly 


Met 


Glu 


Lys 


Thr 


Arg 


1 








5 










10 










15 




Lys 


Phe 


Glu 


Lys 
20 


Ala 


Leu 


Glu 


Asn 


Leu 
25 


Glu 


Gin 


Leu 


Lys 


Lys 
30 


lie 


Ser 


Tyr 


Asp 


Tyr 
35 


Ser 


Ser 


Gly 


Asn 


Ala 
40 


Glu 


Ala 


Ser 


Ser 


ril S 


Asn 


Lys 


Ala 


Leu 


Ser 
50 


Glu 


Met 


Lys 


Lys 


Ala 
55 


Met 


His 


Tyr 


lie 


Asp 
o U 


His 


Tyr 


Pne 


Lys 


Gin 


Ala 


Gly 


Ala 


Leu 


Ser 


Gin 


Lys 


Asp 


Val 


Asp 


Lys 


Val 


I le 


Lys 


Glu 


65 










70 










75 










80 


Thr 


Asp 


Phe 


Leu 


lie 
85 


Ala 


Gly 


Val 


Gin 


Asp 
90 


Val 


Phe 


Ser 


Phe 


Leu 
95 


Glu 


Asp 


Arg 


Lys 


Glu 
100 


Glu 


Val 


Tyr 


Arg 


Ser 
105 


Leu 


Ser 


Gin 


Asp 


Tyr 
110 


Arg 


His 


Leu 


Asn 


His 
115 


Thr 


Tyr 


Asp 


Val 


Thr 
120 


Arg 


Glu 


His 


Leu 


Asn 
125 


Asn 


Lys 


Met 


Val 


Glu 
130 


Pro 


Lys 


Glu 


He 


Leu 
135 


Asn 


Gly 


Ser 


Leu 


Glu 
140 


Asn 


Cys 


Gin 


Asp 


Arg 


Glu 


Glu 


Phe 


Leu 


Asn 


Asn 


Leu 


Val 


Glu 


Val 


Lys 


Arg 


Asp 


Arg 


Ser 


145 










150 










155 










160 


Tyr 


Glu 


Leu 


Phe 


Tyr 


Met 


Ala 


Asn 


Glu 


Asp 


Asn 


Lys 


Arg 


Phe 


Tyr 


Thr 








165 










170 










175 




Asp 


Ala 


Leu 


Ala 
180 


Gin 


He 


He 


Tyr 


Lys 
185 


Xaa 


Arg 


Glu 


Asp 


Pro 
190 







(2) INFORMATIONS POUR LA SEQ ID NO: 541: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 194 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 529142 .. 529723 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 541: 



Phe 


Arg 


Arg 


Arg 


Ser 


Ser 


Cys 


Ser 


Thr 


Asp 


Ala 


Gly 


Tyr 


Phe 


Leu 


Phe 


1 








5 










10 










15 




Gly 


Ser 


His 


His 


Gly 


Leu 


Gly 


Ser 


Ala 


Pro 


Leu 


Asp 


Phe 


Ala 


Ser 


Arg 








20 










25 










30 






Glu 


Leu 


Ala 


Arg 


Asn 


Lys 


Pro 


Pro 


Val 


Arg 


He 


Val 


Ala 


Pro 


Gly 


Glu 






35 










40 










45 








Cys 


Phe 


Arg 


Asn 


Glu 


Asp 


Val 


Ser 


Ala 


Arg 


Ser 


His 


Val 


He 


Phe 


His 




50 










55 










60 










Gin 


Val 


Glu 


Ala 


Phe 


Cys 


Val 


Asp 


Lys 


Asp 


He 


Ser 


Phe 


Ser 


Asp 


Leu 


65 










70 










75 










80 


Thr 


Ser 


Met 


Leu 


Ala 


Gly 


Phe 


Tyr 


His 


He 


Phe 


Phe 


Gly 


Arg 


Lys 


Val 










85 










90 










95 




Glu 


Leu 


Arg 


Phe 


Arg 


His 


Ser 


Tyr 


Phe 


Pro 


Phe 


Val 


Glu 


Pro 


Gly 


He 








100 










105 










110 






Glu 


Val 


Asp 


He 


Ser 


Cys 


Glu 


Cys 


His 


Gly 


Ala 


Gly 


Cys 


Ser 


Leu 


Cys 
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115 120 
Lys His Ser Gly Trp Leu Glu Val 

130 135 
Asn Val Leu Arg Lys Ala Ser Phe 
145 150 
Ala Leu Gly Met Gly lie Glu Arg 
165 

Ser Asp lie Arg Leu Phe Ser Glu 
180 

Phe Ser 



125 

Ala Gly Ala Gly Met lie His Pro 
140 

Asp Pro Glu Glu Tyr Ser Gly Tyr 
155 160 
Leu Ala Met Leu Lys Tyr Gly lie 

170 175 
Asn Asp Leu Arg Phe Leu Arg Gin 
185 190 



(2) INFORMATIONS POUR LA SEQ ID NO: 542: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 181 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire - 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 52 9 624 53 0 16 6 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 542: 



Met 


Thr 


He 


Gin 


Glu 


Glu 


Leu 


Glu 


Ala 


Val 


Lys 


Gin 


Gin 


Phe 


Ser 


Cys 


1 








5 










10 










15 




Asp 


Val 


Ser 


Leu 


Ala 


His 


Ser 


Ser 


Lys 


Asp 


Leu 


Phe 


Asp 


Val 


Lys 


Val 








20 










25 










30 






Lys 


Tyr 


Leu 


Gly 


Lys 


Lys 


Gly 


He 


Phe 


Arg 


Gly 


Phe 


Ala 


Asp 


Gin 


Leu 






35 










40 










45 








Arg 


Lys 


Cys 


Pro 


He 


Glu 


Gin 


Lys 


Ala 


Thr 


Val 


Gly 


Ala 


Ser 


He 


Asn 




50 










55 










60 










Ala 


Cys 


Lys 


Gin 


Tyr 


Val 


Glu 


Glu 


Val 


Leu 


Leu 


Glu 


Arg 


Gly 


Lys 


Ala 


65 










70 










75 










80 


Val 


Leu 


Ala 


Lys 


Glu 


Glu 


Ala 


GlU 


Glu 


Phe 


Leu 


Lys 


Glu 


Lys 


He 


Asp 










85 










90 










95 




He 


Ser 


Leu 


Pro 


Gly 


Ser 


Glu 


Glu 


Ala 


Ala 


Leu 


Gly 


Gly 


Lys 


His 


Val 








100 










105 










110 






He 


Lys 


Lys 


Val 


Leu 


Asp 


Asp 


Val 


Val 


Asp 


He 


Phe 


Val 


Arg 


Phe 


Gly 






115 










120 










125 








Phe 


Cys 


Val 


Arg 


Glu 


Ala 


Pro 


Asn 


He 


Glu 


Ser 


Glu 


Lys 


Asn 


Asn 


Phe 




130 










135 










140 










Ser 


Leu 


Leu 


Asn 


Phe 


Glu 


Glu 


Asp 


His 


Pro 


Ala 


Arg 


Gin 


Met 


Gin 


Asp 


145 










150 










155 










160 


Thr 


Phe 


Tyr 


Leu 


Asp 


Pro 


Thr 


Thr 


Val 


Leu 


Val 


Arg 


Pro 


Arg 


Trp 


He 










165 










170 










175 




Leu 


Arg 


Leu 


Gly 


Ser 

























180 



(2) INFORMATIONS POUR LA SEQ ID NO: 543: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 107 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 530223 53 0543 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 543: 



Met 


Val 


Arg 


Ala 


Thr 


Gly 


Ser 


Val 


Ala 


Ser 


Arg 


Ser 


Arg 


Arg 


Lys 


Arg 


1 








5 










10 










15 




Val 


Leu 


Lys 


Gin 


Ala 


Lys 


Gly 


Phe 


Trp 


Gly 


Asp 


Arg 


Lys 


Gly 


His 


Phe 








20 










25 










30 






Arg 


Gin 


Ser 


Arg 


Ser 


Ser 


Val 


Met 


Arg 


Ala 


Met 


Ala 


Phe 


Asn 


Tyr 


Met 






35 










40 










45 








His 


Arg 


Lys 


Asp 


Arg 


Lys 


Gly 


Asp 


Phe 


Arg 


Ser 


Leu 


Trp 


He 


Thr 


Arg 




50 










55 










60 










Leu 


Asn 


Val 


Ala 


Ser 


Arg 


lie 


His 


Gly 


Leu 


Ser 


Tyr 


Ser 


Arg 


Leu 


He 


65 










70 










75 










80 


Asn 


Gly 


Leu 


Lys 


Gin 


Ala 


Gly 


He 


His 


Leu 


Xaa 


Glu 


Lys 


Cys 


Cys 


Leu 










85 










90 










95 




Arg 


Trp 


Leu 


Phe 


Met 


Thr 


Leu 


Lys 


Gly 


Leu 


Leu 













100 105 



(2) INFORMATIONS POUR LA SEQ ID NO: 544: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 214 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement { 53 0737 .. 53 1378 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 544: 



Glu 


Lys 


Ser 


Leu 


Phe 


Leu 


Gly 


Lys 


Gly 


Gly 


Leu 


Trp 


Phe 


Phe 


Leu 


Gly 


1 








5 










10 










15 




Ser 


Pro 


Ser 


Ala 


He 


Thr 


Asn 


Phe 


Ser 


Arg 


Val 


Asp 


Val 


Ala 


Leu 


Asn 








20 










25 










30 






Leu 


Arg 


He 


Asn 


Arg 


Gin 


He 


Arg 


Ala 


Pro 


Arg 


Val 


Arg 


Val 


He 


Gly 






35 










40 










45 








Ser 


Ala 


Gly 


Glu 


Gin 


Leu 


Gly 


He 


Leu 


Ser 


He 


Lys 


Glu 


Ala 


Leu 


Asp 




50 










55 










60 










Leu 


Ala 


Lys 


Glu 


Ala 


Asp 


Leu 


Asp 


Leu 


Val 


Glu 


Val 


Ala 


Ser 


Asn 


Ser 


65 










70 










75 










80 


Glu 


Pro 


Pro 


Val 


Cys 


Lys 


He 


Met 


Asp 


Tyr 


Gly 


Lys 


Tyr 


Arg 


Tyr 


Asp 










85 










90 










95 




He 


Thr 


Lys 


Lys 


Glu 


Lys 


Asp 


Ser 


Lys 


Lys 


Ala 


Gin 


His 


Gin 


Val 


Arg 








100 










105 










110 






He 


Lys 


Glu 


Val 


Lys 


Leu 


Lys 


Pro 


Asn 


He 


Asp 


Asp 


Asn 


Asp 


Xaa 


Leu 






115 










120 










125 








Thr 


Lys 


Ala 


Lys 


Gin 


Ala 


Arg 


Ala 


Phe 


He 


Glu 


Lys 


Gly 


Asn 


Lys 


Val 




130 










135 










140 










Lys 


Val 


Ser 


Cys 


Met 


Phe 


Arg 


Gly 


Arg 


Glu 


Leu 


Ala 


Tyr 


Pro 


Glu 


His 


145 










150 










155 










160 


Gly 


His 


Lys 


Val 


Val 


Gin 


Arg 


Met 


Cys 


Gin 


Gly 


Leu 


Glu 


Asp 


He 


Gly 
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165 170 175 

Phe Val Glu Ser Glu Pro Lys Leu Asn Gly Arg Ser Leu lie Cys Val 

180 185 190 

lie Ala Pro Gly Thr Leu Lys Thr Lys Lys Lys Gin Glu Lys Val His 

195 200 205 

Ala Gin Asp Glu Lys Gin 
210 



(2) INFORMATIONS POUR LA SEQ ID NO: 545: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 301 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 53 237 0 533 272 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 545: 



Met 


Thr 


Asp 


Ser 


Phe 


Pro 


Phe 


Ser 


Val 


Gin 


Glu 


Ser 


Val 


Pro 


Leu 


Ser 


1 








5 










10 










15 




Arg 


Phe 


Ser 


Thr 


Phe 


Arg 


lie 


Gly 


Gly 


Pro 


Ala 


Arg 


Tyr 




Lys 


pin 
CalU 








20 










25 










30 






Leu 


Thr 


Ser 


Leu 


Ser 


Glu 


Ala 


Leu 


Thr 


Val 


Phe 


Ser 


Tyr 


Leu 


His 


Thr 






.35 










40 










45 








His 


Pro 


Leu 


Pro 


Tyr 


He 


He 


He 


Gly 


Lys 


Gly 


Ser 


Asn 


Cys 


Leu 


Phe 




50 










55 










60 










Asp 


Asp 


Gin 


Gly 


Phe 


Asp 


Gly 


Leu 


Val 


Leu 


Tyr 


Asn 


Asn 


He 


Gin 


Gly 


65 










70 










75 










80 


Gin 


Glu 


Phe 


Leu 


Ser 


Asp 


Thr 


Gin 


He 


Lys 


Val 


Leu 


Ser 


Gly 


Ser 


Ser 










85 










90 










95 




Phe 


Ala 


Leu 


Leu 


Gly 


Lys 


Arg 


Leu 


Ser 


Ser 


Gin 


Gly 


Phe 


Ser 


Gly 


Leu 








100 










105 










110 






Glu 


Phe 


Ala 


Val 


Gly 


He 


Pro 


Gly 


Thr 


Val 


Gly 


Gly 


Ala 


Val 


Phe 


Met 






115 










120 










125 








Asn 


Ala 


Gly 


Thr 


Thr 


Leu 


Ala 


Asn 


Thr 


Ala 


Ser 


Ser 


Leu 


He 


Asn 


Val 




130 










135 










140 










Glu 


He 


He 


Asp 


His 


Ser 


Gly 


He 


Leu 


Leu 


Ser 


He 


Pro 


Arg 


Glu 


Lys 


145 










150 










155 










160 


Leu 


Leu 


Phe 


Ser 


Tyr 


Arg 


Thr 


Ser 


Pro 


Phe 


Gin 


Lys 


Lys 


Pro 


Ala 


Phe 










165 










170 










175 




He 


Ala 


Ser 


Ala 


Thr 


Phe 


Gin 


Leu 


Thr 


Lys 


Asp 


Pro 


Gin 


Ala 


Ala 


Lys 








180 










185 










190 






Arg 


Ala 


Lys 


Ala 


Leu 


He 


Glu 


Glu 


Arg 


He 


Leu 


Lys 


Gin 


Pro 


Tyr 


Glu 






195 










200 










205 








Tyr 


Pro 


Ser 


Ala 


Gly 


Cys 


He 


Phe 


Arg 


Asn 


Pro 


Glu 


Gly 


Leu 


Ser 


Ala 




210 










215 










220 










Gly 


Ala 


Leu 


He 


Asp 


Arg 


Ala 


Gly 


Leu 


Lys 


Gly 


Leu 


Lys 


He 


Gly 


Gly 


225 










230 










235 










240 


Gly 


Gin 


He 


Ser 


GlU 


Lys 


His 


Gly 


Asn 


Phe 


He 


He 


Asn 


Thr 


Gly 


Asn 










245 










250 










255 




Ala 


Cys 


Thr 


Ala 


Asp 


He 


Leu 


Glu 


Leu 


He 


Glu 


He 


He 


Gin 


Lys 


He 








260 










265 










270 






Leu 


Lys 


Asn 


Lys 


Val 


Phe 


Pro 


Tyr 


He 


Lys 


Lys 


Ser 


Val 


Ser 


Ser 


Pro 



275 280 285 
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Phe Ala Ser Ser Leu Val Val Cys Glu Lys Glu lie Thr 
290 295 300 



(2) INFORMATIONS POUR LA SEQ ID NO: 546: 

<i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 187 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 53 3 244 .. 53 3 8 04 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 546: 

lie Leu Phe Ser Asn lie lie Lys Leu Ser His Ser lie Phe Arg Gin 

15 10 15 

Val Val Glu Pro Gly Asp Thr lie Val Asp Ala Thr Cys Gly Asn Gly 

20 25 30 

Lys Asp Ala Leu Phe Leu Ala Gin Leu Leu Arg Gly Lys Gly Arg Leu 

35 40 45 

Val Val Tyr Asp lie Gin Gin Glu Ala Leu Asp Arg Ala Thr Ala Asn 

50 55 60 

Phe Gin Ser Gly Leu Leu Ala Glu Glu Arg Ala lie lie Glu Met Lys 
65 70 75 80 

Leu Cys Ser His Glu Tyr Leu Gin Glu Gin Gly Ala Lys Leu Phe His 

85 90 95 

Tyr Asn Leu Gly Tyr Leu Pro Ser Gly Asp Lys Gin lie Thr Thr Cys 

100 105 110 

Ser Glu Ser Thr Val Thr Ser lie Tyr Lys Ala Leu Glu Leu Val Ala 

115 120 125 

Pro Ser Gly lie Val Ser Val Val Cys Tyr Pro Gly His Gin Glu Gly 

130 135 140 

Ala Ala Glu Leu Cys Cys Val Glu Gin Val Ala Thr Glu Leu Asp Pro 
145 150 155 160 

Ser Met Trp Glu Val Cys Thr His Tyr Ser Val Asn Arg Arg Asn Ala 

165 170 175 

Pro Arg Leu Phe Leu Phe Arg Arg Arg Gin Gly 
180 185 



(2) INFORMATIONS POUR LA SEQ ID NO: 547: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 243 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 533 944 534672 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 547: 

Ser Gly Glu Val Trp Gly Trp Ser Arg Cys Ser Leu Ser His Thr Lys 
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1 

Tyr Phe Pro Val 
20 

Glu Arg Ser Pro 
35 

Tyr Ser Arg Tyr 
50 

Ala Asn Asn Gly 
65 

Trp Val Val Glu 

Val Glu Lys Arg 
100 

Thr Tyr Arg Val 
115 

Phe Phe Ser His 
130 

Asn Phe Pro Asp 
145 

Phe Gin Asp Leu 

Gly Gin Leu Thr 
180 

lie Thr Val Met 
195 

Tyr lie Asn Val 
210 

Trp Arg Ser Lys 
225 

Val Gly He 



5 

Lys Pro Gin Asp 

Gin He Ala Asn 
40 

Glu Glu Phe Val 
55 

Pro He Cys Cys 
70 

Gin Ala Leu Lys 
85 

Phe Asp Arg Val 

Asn Asn Leu Leu 
120 

Tyr Val Ser Asp 
135 

Pro Trp Pro Lys 
150 

Phe Val Gin Asp 
165 

Leu Ala Thr Asp 

Leu Lys Tyr Leu 
200 

Lys Asp Asn Tyr 
215 

Gly Gin Glu He 
230 





1U 






Leu 


Lys 


Leu 


Pro 










His 


Val 


Phe 


Tyr 


He 


Pro 


Thr 


Trp 








60 


Glu 


Leu 


Cys 


Ser 






75 




Asp 


Ala 


Ser 


Val 




90 






Arg 


Lys 


He 


Trp 


105 








He 


Val 


Cys 


Gly 


Ala 


Ser 


Phe 


Gin 








140 


Phe 


Arg 


His 


Arg 






155 




Met 


Met 


Arg 


Thr 




170 






Asp 


Tyr 


Asn 


Tyr 


185 








Ser 


Pro 


Gly 


Leu 


Gly 


Gly 


Ser 


Trp 








220 


Phe 


Cys 


Thr 


Glu 






235 





15 

Tyr Phe Trp Glu 
30 

Val Pro Asn Tyr 
45 

Gin Glu Leu Phe 

Gly Asn Gly Asp 
80 

Asn Trp He Ala 
95 

Ser Lys Met Gly 
110 

Glu Ala Gin Thr 
12 5 

Lys He Val Val 

Lys His Arg Leu 
160 

Leu Val Val Gly 
175 

Leu Val Asn Ala 
190 

Lys Ser Pro His 
205 

Phe Glu Asn Leu 

Phe He Lys Arg 
240 



(2) INFORMATIONS POUR LA SEQ ID NO: 548: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 34 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE .GENOME: complement ( 534878 53 5915 ) 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 548: 



Met 


Gin 


Ala 


Asp 


He 


Leu 


Asp 


Gly 


Lys 


Gin 


Lys 


Arg 


Val 


Asn 


Leu 


Asn 


1 








5 










10 










15 




Ser 


Lys 


Arg 


Leu 


Val 


Asn 


Cys 


Asn 


Gin 


Val 


Asp 


Val 


Asn 


Gin 


Leu 


Val 








20 










25 










30 






Pro 


He 


Lys 


Tyr 


Lys 


Trp 


Ala 


Trp 


Glu 


His 


Tyr 


Leu 


Asn 


Gly 


Cys 


Ala 






35 










40 










45 








Asn 


Asn 


Trp 


Leu 


Pro 


Thr 


Glu 


He 


Pro 


Met 


Gly 


Lys 


Asp 


He 


Glu 


Leu 




5.0 










55 










60 
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(2) INFORMATIONS POUR LA SEQ ID NO: 549: 

(i) C ARAC TER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 1066 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHETI QUE : ou i 



(viii) POSITION DANS LE GENOME: complement ( 53 5 9 5 6 53 9 153 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 549: 
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(2) INFORMATIONS POUR LA SEQ ID NO: 550: 

(i) CARACTERISTTQUES DE LA SEQUENCE : 

(A) LONGUEUR: 247 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 53 977 9 540519 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 550: 
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Cys 


Leu 


Phe 


Phe 


Ser 


Gly 


Leu 


Val 


Asp 


His 


Phe 


Thr 


Gin 


Val 


Phe 


Xaa 




210 










215 










220 










Leu 


Val 


Ser 


Trp 


Leu 


Tyr 


Val 


Leu 


Val 


Val 


Ala 


Pro 


Val 


Phe 


Pro 


Phe 


225 










230 










235 










240 


He 


Asn 


Lys 


Arg 


Ser 


Ser 


Ser 





















245 



(2) INFORMATIONS POUR LA SEQ ID NO: 551: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 14 9 acides amines 



1288 



(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 54 0523 54 0 9 69 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 551: 



Tyr 


Met 


Gly 


Val 


Phe 


Ala 


He 


Ser 


Leu 


Leu 


Ser 


Gin 


Thr 


Val 


Cys 


Leu 


1 






5 










10 










15 




Tyr 


Phe 


Thr 


Phe 


Phe 


Ser 


Leu 


Gly 


He 


Ala 


Leu 


Gly 


Val 


Leu 


Phe 


Ser 






20 










25 










30 






Phe 


Lys 


He 


Phe 


Thr 


Lys 


Lys 


Leu 


Ser 


Arg 


Gin 


Tyr 


Glu 


He 


He 


Arg 




35 










40 










45 








Asp 


Leu 


Glu 


His 


Ser 


Lys 


Ala 


He 


Leu 


Gin 


Met 


Ser 


Leu 


Asp 


Thr 


Arg 


50 










55 










60 






Thr 




Arg 


Ser 


Gin 


Glu 


Gin 


He 


Met 


Glu 


Glu 


Phe 


Ser 


His 


Lys 


Leu 


Ser 


65 










70 










75 










80 


Val 


Ser 


Gin 


Ala 


Phe 


Ala 


Arg 


Asp 


Met 


Lys 


Thr 


Glu 


Ser 


Gin 


Glu 


Phe 








85 










90 










95 




Phe 


Ser 


Glu 


Lys 
100 


Thr 


Gin 


Ala 


He 


Thr 
105 


Ser 


Val 


Leu 


Ala 


Pro 
110 


Val 


His 


Asn 


Thr 


Leu 
115 


Ser 


Ala 


Phe 


Lys 


Gin 
120 


Asn 


Leu 


Glu 


Asn 


Phe 
125 


Glu 


Thr 


Lys 


Gin 


Ala 


Glu 


Asp 


Arg 


Gly 


Val 


Ser 


Lys 


Asn 


Asn 


Ser 


Leu 


Asn 


Tyr 


Ser 




130 








135 










140 










Leu 


Gin 


Asn 


Arg 


Ser 

























145 



(2) INFORMATIONS POUR LA SEQ ID NO: 552: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 00 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 540906 541805 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 552: 



Ala 


Ser 


Arg 


Arg 


Pro 


Arg 


Ser 


Leu 


Lys 


Glu 


Gin 


Leu 


Ser 


Gin 


Leu 


Leu 


1 






5 . 










10 










15 


He 


Thr 


Ala 


Glu 


Gin 


Lys 


Leu 


Glu 


Arg 


Glu 


Thr 


Gin 


Ala 


Leu 


Thr 


Asn 








20 










25 










30 




Glu 


Leu 


Lys 


His 


Pro 


Gly 


Ser 


Arg 


Gly 


Arg 


Trp 


Gly 


Glu 


He 


Gin 


Leu 




35 










40 










45 








Arg 


He 


Leu 


Glu 


He 


Ser 


Gly 


Met 


Leu 


Lys 


Tyr 


Cys 


Asp 


Tyr 


Ser 


Thr 


50 










55 










60 










Gin 


Thr 


Val 


Asp 


Ser 


Ser 


Glu 


Ser 


Ser 


Ser 


Arg 


Ala 


Asp 


He 


Val 


He 


65 






70 










75 










80 


Arg 


Leu 


Pro 


Gin 


Asn 


Arg 


Ser 


Leu 


Val 


He 


Asp 


Ala 


Lys 


Thr 


Pro 


Phe 








85 










90 










95 


Val 


Ser 


Glu 


Glu 


Tyr 


Leu 


Thr 


Asp 


Asn 


His 


Ala 


Asp 


Pro 


Thr 


Asp 


Leu 



1289 









100 










105 










110 






Lys 


Lys 


lie 
115 


Lys 


Asp 


H 1 S 


lie 


Lys 
120 


111 XT 


Leu 


i-iy o 


1111 


T \/-c 

i->y o 
125 


Oav 

oei 


iyr 


irp 


Asp 


Lys 
130 


Phe 


Glu 




Ser 


Pro 
135 


Pin 
blU 


rile 


val 


Tl o 

lie 


Leu 
140 


irne 


Leu 


Pro 


biy 


Glu 


Ser 


Leu 


t\ne 


Asn 


Asp 


Ala 


Tin 

lie 


Arg 






Jrl d 


pi n 
ulu 


Leu 


l it: L 


Asp 


14b 










i cn 
i jU 










j. j _) 










i fin 

low 


Tyr 


Ala 


Gly 


Gin 


Ser 


Asn 


Val 


lie 


Leu 


O <-v-v- 




IT JL KJ 


val 


1111 


Leu 


Mo f- 

IXltS U 








165 










170 










17 5 




Ala 


Leu 


Leu 


Lys 
180 


Thr 


Val 


lnr 


TT -J 
HIS 


val 

185 


Trp 


Lys 


bin 


blU 


Asn 
190 


Leu 


bin 


Asn 


Gin 


lie 
195 


Arg 


G1U 


lie 


Cjiy 


bin 
200 


Leu 




Lys 


Asp 


Leu 
205 


Tyr 


Lain 


Arg 


Met 


His 
210 


Lys 


Leu 


Pne 


Asp 


HIS 

215 


irne 


HIS 


Lys 


Val 


ly 
220 


Lys 


HIS 


Leu 


pi 

Lj 1 y 


Gin 


Ala 


Val 


His 


Ser 


Tyr 


Asn 


Asp 


Me c 


Ser 


Ser 


Ser 


Leu 


Ser 


Ala 


Arg 


225 










23 0 










235 










240 


Val 


Leu 


Pro 


He 


Leu 
245 


Arg 


Thr 


Phe 


Asp 


Lys 
250 


Leu 


Glu 


Leu 


Ser 


Ser 
255 


Ser 


His 


Asn 


Lys 


He 
260 


Glu 


Ala 


Leu 


Ser 


Gin 
265 


Val 


Ser 


Thr 


Leu 


Pro 
270 


His 


Ser 


Pro 


Lys 


Val 
275 


Pro 


Cys 


Pro 


Glu 


Ser 
280 


Asp 


Leu 


Ala 


Glu 


Cys 
285 


Leu 


Ser 


Pro 


Glu 


Ala 
290 


Ser 


Tyr 


Leu 


Lys 


Pro 
295 


Pro 


Ser 


Ser 


Asn 


Gin 
300 











(2) INFORMATIONS POUR LA SEQ ID NO: 553: 

(i) CARACTER I STI QUES DE LA SEQUENCE : 

(A) LONGUEUR: 477 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 54 182 5 543 255 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 553: 



Ala 


Phe 


Arg 


Ser 


He 


Ser 


Val 


Ala 


Arg 


Arg 


Arg 


Leu 


Asn 


Lys 


Val 


Leu 


1 








5 










10 










15 




Pro 


Leu 


Phe 


Ala 


Leu 


Asp 


Lys 


Val 


Pro 


Ser 


Leu 


Gly 


Lys 


Glu 


Phe 


Val 








20 










25 










30 






Leu 


Glu 


Lys 


Glu 


Val 


Phe 


Ala 


Glu 


Gly 


Glu 


Val 


Leu 


His 


His 


Asp 


Cys 






35 










40 










45 








Phe 


Thr 


Asn 


Asp 


He 


He 


Phe 


Val 


Glu 


Leu 


Val 


Phe 


Asp 


Leu 


Pro 


Ala 




50 










55 










60 










Leu 


Ser 


Ala 


Glu 


GlU 


Leu 


Pro 


Trp 


Leu 


Arg 


Leu 


Leu 


Val 


Phe 


Val 


Leu 


65 










70 










75 










80 


Leu 


Gin 


Leu 


Gly 


Ser 


Gly 


Asn 


Arg 


Ser 


Tyr 


Lys 


Glu 


His 


Leu 


Glu 


Phe 










85 










90 










95 




Leu 


Leu 


Glu 


His 


Thr 


Gly 


Gly 


Val 


Asp 


Val 


Leu 


Tyr 


Glu 


Phe 


Ser 


Ser 








100 










105 










110 






Gin 


Ala 


Thr 


Asp 


Thr 


Asp 


Arg 


Leu 


Ser 


Pro 


Ser 


He 


Ser 


He 


Arg 


Gly 






115 










120 










125 








Lys 


Ala 


Leu 


He 


Ser 


Lys 


Ala 


Glu 


Tyr 


Leu 


Phe 


Gin 


Val 


He 


Arg 


Glu 



130 135 140 



1290 



Thr 


Leu 


Thr 


inr 


\7=a 1 
Val 


Asp 


xr Iltr 


Ser 


Asp 


Tin 
lie 


Ala 
r\ x a 


A T"fT 

nl y 


Leu 


Lys 


Glu 


Leu 


1 /I c 










i 










155 










160 


Leu 


Met 


bin 


ril S 


Ala 


pin 
_L Li. 


ofcrl 


Leu 


'PVl T* 

in i- 


- 

Asn 


Cq v- 


Val 


Arg 


Asn 


Ser 


Pro 










1DD 










i 7 n 










17 5 




Met 


Gly 


Tyr 


Ala 


vai 


Ser 


Leu 


Aia 


Cys 


Cys 


Asn 


Lys 


O fc2JL 


Tip 
11c 


Ri a 


oiy 








1 o u 










_L O _) 










19 0 






Gly 


Leu 


Ala 


Tyr 


bin 


Mot- 


Aia 


C 1 \r 

biy 


Leu 


"D "K" /~\ 


xyr 


v a j. 


J_iy o 


xyi 


lie 


Arg 






1 Q C 

i y d 










9 n n 










205 








Glu 


Leu 


Leu 


Ser 


Asn 


irne 


Asp 


Ser 


bin 


Aia 


pin 
bill 


pin 


Tip 
11c 


Tip 


A cr» 


A Trf 




210 










Z 1!D 










9 9 0 










Leu 


Gin 


Thr 


Leu 


Tyr 


Lys 


Lys 


Cys 


rue 


vai 


biy 


Arg 


Arg 


pl n 

bin 


Leu 


vai 


225 










^ J u 










Z J J 










9 d n 


lie 


Ser 


Ser 


Ser 


Lys 


"A "1 — j 

Ala 


Asn 


Tyr 


bin 


Ira l 
vai 


Leu 


nib 


Asp 


pl n 

bill 


Arg 


Irllt: 






























9 

j j 




Phe 


Gly 


Leu 


Leu 


Asp 


Glu 


Arg 


Leu 


Glu 


biy 


pi ip 
biy 


pin 

blU 


Leu 


Trp 


Lys 


Asn 






O C C\ 

260 










9 £ c: 










9 7 n 






Pro 


Val 


Leu 


Asp 


Val 


Val 


Lys 


Asp 


Ser 


Arg 


pi ir 

biy 


Tl « 

lie 


vai 


Tl« 

lie 


Pro 


Ala 

Ala 






Z 1 z> 










9 a n 










285 








Arg 


Gly 


Ala 


Tyr 


Asn 


vai 


Leu 


Aia 


r>V» a 

irne 


Pro 


Leu 


biy 


C? Q T* 
O Cl 


l_t fcr Li. 


Ala 
i a 


±y i 




z y u 










^ J D 










3 00 










Asp 


His 


Pro 


Asp 


Aia 


Aia 


vai 


Leu 


Q /-i -v— 

o ei 


vai 


Ala 
ni a 


Ala 
rt. xa 




Val 


Leu 


Gly 


n r\ c 










Tin 

jIU 










J -L -J 










32 0 


Asn 


T T 1 

val 


lie 


Leu 


HIS 


Aia 


Lys 


Tic 

lie 


Arg 


c 1 n 
blU 


pi « 
bill 


biy 


oiy 


a j. a 


iy i 


Gly 




















3 3 0 










3 3 5 




Ser 


Gly 


Ala 


Ser 


Ala 


Asn 


Leu 


biy 


Arg 


pin/ 
biy 


Ala 
Ala 


ir 1 1 fcr 


ryr 


bys 


iyr 


Ser 








J ft u 










-J *i _) 










3 50 






Tyx 


Arg 


Asp 


Pro 


1 1 1 
LjIU 


vax 


Aid 


1111 


im 


A Y r 


1 ri 

VJ7X11 


Val 


Leu 


Leu 


Gin 


Gly 
















i fin 

~J U w 










3 65 








I le 


Arg 


Asp 


Mec 


Aia 


Ala 
Ala 




Asp 


it 11 1; 




pin 


Glu 


Asp 


Val 


His 


Glu 














7 7 R 










3 80 










Gly 


lie 


Leu 


Cjiy 


vax 


lie 


b ±11 


Asn 


Leu 


Asp 




D -y- o 
ri v-* 


lie 


Ser 


Pro 


Gly 


3 85 










390 










395 










400 


Ser 


Arg 


Gly 


Ser 


Ala 


Ser 


Tyr 


Tyr 


Arg 


Ser 


Arg 


Ser 


Gly 


Lys 


Val 


Pro 










405 










410 










415 




Phe 


Val 


Arg 


Gin 


Ala 


Phe 


Arg 


Gin 


Ala 


Val 


Leu 


Ser 


Thr 


Thr 


Lys 


Ala 








420 










425 










430 






Gin 


He 


Cys 


Glu 


Val 


Val 


Arg 


Asn 


Arg 


Leu 


Glu 


Gly 


Cys 


Leu 


Ser 


Glu 






435 










440 










445 








Ala 


Ser 


Phe 


Val 


Ser 


Phe 


Ala 


Gly 


Glu 


Glu 


Met 


Leu 


Gin 


Lys 


Ser 


Ala 




450 










455 










460 










Lys 


Glu 


Leu 


Asn 


Glu 


Ala 


Phe 


Gin 


He 


Glu 


Ala 


Ala 


Phe 









465 470 475 



(2) INFORMATIONS POUR LA SEQ ID NO : 554: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 04 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 543 222 .. 54413 3 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 554: 

Lys Arg Ser Ala Leu Phe Met Lys Val Ser lie Arg Ser Val Val Val 



1291 



1 








5 










1 U 










1 c 

1 b 




Phe 


Phe 


He 


Phe 


Met 


Gly 


He 


Leu 


Asn 


Leu 


Gly 


Arg 


His 


Leu 


Asp 


Phe 








20 










25 










3 0 






Leu 


Glu 


Glu 


Lys 


Leu 


Leu 


Arg 


Arg 


Val 


Gly 


Lys 


Val 


Glu 


Lys 


Gin 


Ser 






35 










40 










45 








Val 


Thr 


Leu 


Pro 


Leu 


Gin 


Lys 


Arg 


Phe 


Lys 


Glu 


Pro 


Val 


Arg 


Val 


He 




50 










55 










60 










Glu 


Arg 


Tyr 


Pro 


Ser 


Asp 


Gly 


Ala 


Asp 


Glu 


Asp 


Lys 


Val 


Leu 


Phe 


Gly 


65 










70 










7 5 










80 


Leu 


Ala 


Trp 


Leu 


Thr 


Cys 


Ser 


He 


Phe 


Asp 


Gin 


Gin 


Asp 


Leu 


Leu 


Ala 










85 










90 










95 




Leu 


His 


Val 


Leu 


Asp 


Leu 


Val 


Leu 


Met 


Gly 


Thr 


Asp 


Ala 


Ala 


Pro 


Leu 








100 










105 










110 






Lys 


Ser 


Arg 


Leu 


Leu 


Lys 


Ser 


Gly 


Leu 


Cys 


Lys 


Gin 


Val 


Asp 


Met 


Ser 






115 










120 










125 








lie 


Asp 


Ser 


Glu 


Leu 


His 


Glu 


He 


Pro 


Val 


Tyr 


He 


Val 


Cys 


Lys 


Gly 




130 










13 5 










140 










cys 


Ser 


His 


Ser 


Gly 


Ser 


Gin 


Lys 


Leu 


Glu 


Ser 


Leu 


He 


Leu 


Ala 


Ser 


145 










150 










155 










160 


Leu 


Glu 


Glu 


He 


Leu 


Gin 


Glu 


Gly 


He 


Pro 


Met 


His 


Leu 


Val 


Glu 


Gly 










165 










170 










1 / b 




Ala 


Val 


His 


Gin 


Leu 


Glu 


Leu 


Ala 


Arg 


Lys 


Glu 


He 


Ala 


Gly 


Tyr 


Ser 








180 










185 










19 0 






He 


Pro 


Tyr 


Gly 


Leu 


Ser 


Leu 


Phe 


Phe 


Arg 


Ala 


Gly 


Leu 


Leu 


Arg 


Gin 






195 










200 










o r\ c 

20b 








His 


Gly Gly 


Lys 


Ala 


Glu 


Asp 


Gly 


Leu 


Arg 


He 


His 


Thr 


Leu 


Pne 


Ala 




210 




















o *> n 










Asn 


Leu 


Arg 


Glu 


Asn 


He 


Gin 


Lys 


Pro 


Asp 


Tyr 


Leu 


Pro 


Arg 


Leu 


Val 


225 










230 










235 










240 


Arg 


Lys 


Tyr 


Phe 


Leu 


Asp 


Asn 


Pro 


His 


Tyr 


Ala 


Arg 


Val 


He 


Phe 


Leu 










245 










250 










255 




Pro 


Asp 


Ser 


Gin 


Leu 


He 


Ala 


Gin 


Glu 


Asn 


Lys 


Glu 


Glu 


Arg 


Asn 


Val 








260 










265 










270 






Leu 


His 


Thr 


He 


Gin 


Met 


Gin 


Met 


Ser 


Glu 


Glu 


Glu 


Leu 


Glu 


Arg 


Val 






275 










280 










285 








Glu 


Ala 


Val 


Ser 


Lys 


Arg 


Leu 


Glu 


Ala 


Tyr 


Gin 


Ser 


Gin 


Glu 


Glu 


Asp 



290 295 300 



(2) INFORMATIONS POUR LA SEQ ID NO: 555: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 129 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 544 17 9 544 5 6 5 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 555: 

Trp Ser Gly Ser Arg Thr Arg Ala Tyr Gly Leu Met Xaa Xaa Ser Glu 

15 10 15 

Ser Tyr Pro He Arg Asp Pro Phe Phe Ser Met Thr Arg Arg Ser Leu 

20 25 30 

Asn Thr Phe Met Asn Ala Phe Thr Gly Ala Asp Phe Thr Cys Tyr Pro 
35 40 45 



1292 



Ala Ala Ser Gin lie Pro Glu Asp Phe Tyr Asn Leu Leu Ser Val Tyr 

50 55 60 

lie Asp Ala Val Phe His Pro Leu Leu Thr Glu Asn Ser Phe Leu Gin 
65 70 75 80 

Glu Ala Trp Arg Tyr Glu Arg Thr Glu Glu Gly Asn Leu Ser Tyr Thr 

85 90 95 

Gly lie Val Phe Asn Glu Met Lys Gly Ala Leu Met Ser Gly Glu Ser 

100 105 110 

Arg Leu Ser Glu Val Arg Met Pro His Cys Ser Leu Arg Ser Leu Thr 
115 120 125 

Val 



(2) INFORMATIONS POUR LA SEQ ID NO: 556: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 92 acides amines 

(B) TYPE: acide amine 

{ D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 544487 5447 62 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 556: 



Lys 


He 


Glu 


Trp 


Asp 


Met 


Lys 


Thr 


Gly 


Asp 


Thr 


Tyr 


Arg 


Asn 


Phe 


Val 


1 








5 










10 










15 




Val 


Lys 


Leu 


Ser 


Gin 


Asp 


Leu 


Pro 


Glu 


He 


Glu 


Ser 


Lys 


Leu 


He 


Glu 








20 










25 










30 






Val 


Glu 


His 


Thr 


Pro 


Thr 


Gly 


Ala 


Thr 


He 


Met 


Met 


He 


Val 


Asn 


Asp 






35 










40 










45 








Asp 


Asp 


Glu 


Asn 


Val 


Phe 


Asn 


He 


Ser 


Phe 


Arg 


Thr 


Cys 


Pro 


Gin 


Asp 




50 










55 










60 










Ser 


Ser 


Gly 


Val 


Ala 


His 


Val 


Leu 


Glu 


His 


Met 


Ala 


Leu 


Cys 


Xaa 


Gly 


65 










70 










75 










80 


Leu 


Arg 


Val 


Thr 


Gin 


Phe 


Gly 


He 


Leu 


Phe 


Ser 


Gin 











85 90 



(2) INFORMATIONS POUR LA SEQ ID NO: 5 57: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 440 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 544 9 51 .. 54 627 0 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 557: 

Ser Arg Val Ala Ala Lys Ala Thr Pro Gly Val Val Tyr He Glu Asn 

1 5 10 15 

Phe Pro Lys Thr Gly Asn Gin Ala He Ala Ser Pro Gly Asn Lys Arg 



1293 



20 25 30 



Gly 


Phe 


Gin 


Glu 


Asn 


Pro 


Phe 


Asp 


Tyr 


Phe 


Asn 


Asp 


Glu 


Phe 


Pne 


Asn 




35 










40 










4 5 








Arg 


Phe 


Phe 


Gly 


Leu 


Pro 


Ser 


Tyr 


Arg 


Glu 


Gin 


Gin 


Arg 


Pro 


Gin 


Gin 




50 










55 










60 










Arg 


Asp 


Ala 


Val 


Arg 


Gly 


Thr 


Gly 


Phe 


He 


Val 


Ser 


Glu 


Asp 


Gly 


Tyr 


65 










70 










75 










80 


Val 


Val 


Thr 


Asn 


His 


His 


Val 


Val ,Glu 


Asp 


Ala 


Gly 


Lys 


He 


His 


Val 










85 










90 










95 




Thr 


Leu 


His 


Asp 


Gly 


Gin 


Lys 


Tyr 


Thr 


Ala 


Lys 


He 


Val 


Gly 


Leu 


Asp 








100 










105 










110 






Pro 


Lys 


Thr 


Asp 


Leu 


Ala 


Val 


He 


Lys 


He 


Gin 


Ala 


Glu 


Lys 


Leu 


Pro 




115 










120 










125 








Phe 


Leu 


Thr 


Phe 


Gly 


Asn 


Ser 


Asp 


Gin 


Leu 


Gin 


He 


Gly 


Asp 


Trp 


Ala 




130 










135 










140 










He 


Ala 


He 


Gly 


Asn 


Pro 


Phe 


Gly 


Leu 


Gin 


Ala 


Thr 


Val 


Thr 


Val 


Gly 


14 5 










150 










155 










160 


Val 


Val 


Ser 


Ala 


Lys 


Gly 


Arg 


Asn 


Gin 


Leu 


His 


He 


Val 


Asp 


Phe 


Glu 










165 










170 










175 




Asp 


Phe 


He 


Gin 


Thr 


Asp 


Ala 


Ala 


He 


Asn 


Pro 


Gly 


Asn 


Ser 


Gly 


Gly 






180 










185 










190 






Pro 


Leu 


Leu 


Asn 


He 


Asn 


Gly 


Gin 


Val 


He 


Gly 


Val 


Asn 


Thr 


Ala 


lie 






195 










200 










205 








Val 


Ser 


Gly 


Ser 


Gly 


Gly 


Tyr 


He 


Gly 


lie 


Giy 


pne 


Ala 


lie 


Pro 


Ser 




210 










215 










Tin 










Leu 


Met 


Ala 


Lys 


Arg 


Val 


He 


Asp 


Gin 


Leu 


He 


Ser 


Asp 


Gly 


Gin 


val 


225 










23 0 










*1 "5 C 

23 b 












Thr 


Arg 


Gly 


Phe 


Leu 


Gly 


Val 


Thr 


Leu 


Gin 


Pro 


I le 


Asp 


Ser 


Glu 


Leu 








245 










250 














Ala 


Thr 


Cys 


Tyr 


Lys 


Leu 


Glu 


Lys 


Val 


Tyr 


Gly 


Ala 


Leu 


Val 


Thr 


Asp 








260 










265 










27 0 






Val 


Val 


Lys 


Gly 


Ser 


Pro 


Ala 


Glu 


Lys 


Ala 


Gly 


Leu 


Xaa 


Gin 


Glu 


Asp 






275 










280 










285 








Val 


He 


Val 


Ala 


Tyr 


Asn 


Gly 


Lys 


Glu 


Val 


Glu 


Ser 


Leu 


Ser 


Ala 


Leu 




290 










295 










3 00 










Arg 


Asn 


Ala 


He 


Ser 


Leu 


Met 


Met 


Pro 


Gly 


Thr 


Arg 


Val 


He 


Leu 


Lys 


305 










310 










3 15 










3 2 0 


He 


Val 


Arg 


Glu 


Gly 


Lys 


Thr 


He 


Glu 


He 


Pro 


Val 


Thr 


Val 


Thr 


Gin 










325 










330 










33 5 




He 


Pro 


Thr 


Glu 


Asp 


Gly 


Val 


Ser 


Ala 


Leu 


Gin 


Lys 


Met 


Gly 


Val 


Arg 








340 










345 










3 50 






Val 


Gin 


Asn 


He 


Thr 


Pro 


Glu 


He 


Cys 


Lys 


Lys 


Leu 


Gly 


Leu 


Aia 


A±a 






355 










360 










365 








Asp 


Thr 


Arg 


Gly 


He 


Leu 


Val 


Val 


Ala 


Val 


Glu 


Ala 


Gly 


Ser 


Pro 


Ala 




370 










375 










380 










Ala 


Ser 


Ala 


Gly Val 


Ala 


Pro 


Gly Gin 


Leu 


He 


Leu 


Ala 


Val 


Asn 


Arg 


385 










390 










395 










400 


Gin 


Arg 


Val 


Ala 


Ser 


Val 


Glu 


Glu 


Leu 


Asn 


Gin 


Val 


Leu 


Lys 


Asn 


Ser 








405 










410 










415 




Lys 


Gly 


Glu 


Asn 


Val 


Leu 


Leu 


Met 


Val 


Ser 


Gin 


Gly 


Asp 


Val 


Val 


Arg 




420 










425 










430 






Phe 


He 


Val 


Leu 


Lys 


Ser 


Asp 


Glu 



















435 440 



(2) INFORMATIONS POUR LA SEQ ID NO: 558: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 299 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( iii ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement < 54 6584 .. 547480 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 558: 



Val 


Val 


Ser 


Trp 


Glu 


Arg 


Asn 


Cys 


Val 


Arg 


lie 


Tl a 

lie 


Lys 


Gin 


Gly 


•tilt; 


1 








5 










1 u 










15 




Thr 


Asp 


Tyr 


Tyr 


Thr 


Gly Tyr 


Tyr 


Arg 


GlU 


Ser 


Arg 


Val 


Phe 


Ser 


T-H <= 

nio 






20 










Z D 










30 






Tyr 


Thr 


Met 


Cys 


Arg 


Phe 


Thr 


Asp 


Leu 


Thr 


Phe 


val 


Gly Gly Val 






35 










40 










45 








Pro 


Gly 


Lys 


Gly 


Gly 


Ser 


Gin 


Phe 


Leu 


Asp 


Leu 


Pro 


He 


Phe 


Asp 


Cnr 




50 










55 










D U 










Val 


Leu 


Glu 


Ala 


Lys 


Arg 


Ala 


Thr 


Gly 


Cys 


Arg 




Ser 


Met 


He 




65 










70 










/ b 










ft 0 


Val 


Pro 


Pro 


Pro 


Phe 


Ala 


Ala 


Glu 


■ft T -i 

Ala 


lie 


Fne 


Pin 

J.U 


Ala 


Glu 


Asp 


Xaa 










85 










o n 

y u 










9 5 




Gly 


lie 


Glu 


Leu 


He 


Val 


Cys 


He 


Thr 


Glu 


Gly 


lie 


Pro 


He 


Lys 


Asp 






100 










1 AT 










110 






Met 


Leu 


Glu 


Val 


Ala 


Ser 


Leu 


Met 


Glu 


Lys 


Ser 


Ala 


Ser 


Ser 


Leu 


Tip 
lie 






115 










12 0 










125 








Gly 


Pro 


Asn 


Cys 


Pro 


Gly 


Val 


lie 


Lys 


Pro 


tj iy 


val 


Cys 


Lys 


He 


Gly 


130 










135 




















lie 


Met 


Pro 


Gly 


Tyr 


He 


His 


Leu 


Pro 


Gly 


Lys 


Val 


Gly 


Val 


Val 


Ser 


145 










150 










155 










160 


Xaa 


Ser 


Gly 


Thr 


Leu 


Thr 


Tyr 


Glu 


Ala 


Val 


Trp 


Gin 


Leu 


Thr 


Gin 


Arg 








165 










170 










175 




Lys 


He 


Gly 


Gin 


Ser 


Val 


Cys 


He 


Gly 


He 


Gly 


Gly 


Asp 


Pro 


Leu 


Asn 






180 










185 










190 






Gly 


Thr 


Ser 


Phe 


He 


Asp 


Ala 


Leu 


Gin 


Glu 


Phe 


Glu 


Lys 


Asp 


Ser 


Gin 




195 










200 










205 








Thr 


Glu 


Ala 


Val 


Leu 


Met 


He 


Gly 


Glu 


He 


Gly 


Gly 


Ser 


Ala 


Glu 


Glu 




210 










215 










220 










Glu 


Ala 


Ala 


Asp 


Trp 


He 


Arg 


Gin 


His 


Ser 


Ser 


Lys 


Pro 


Val 


He 


Ala 


225 










230 










235 










240 


Phe 


He 


Ala 


Gly 


Ala 


Thr 


Ala 


Pro 


Lys 


Gly 


Lys 


Arg 


Met 


Gly 


His 


Ala 










245 










250 










255 




Gly 


Ala 


He 


He 


Ser 


Gly 


Lys 


Ser 


Gly 


Asp 


Ala 


Phe 


Ser 


Ly s 


Gin 


Glu 






260 










265 










270 






Ala 


Leu 


Arg 


Gin 


Ala 


Gly 


Val 


Thr 


Val 


Val 


Glu 


Phe 


Pro 


Ala 


Leu 


He 






275 










280 










285 








Gly 


Glu 


Ala 


Val 


Ala 


Ser 


Val 


Leu 


Lys 


Pro 


Arg 












290 










295 





















(2) INFORMATIONS POUR LA SEQ ID NO: 559: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 198 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 546789 5473 82 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 559: 



Arg 


lie 


Gin 


Ser 


Ala 


Ala 


Ser 


Ser 


Ser 


Ala 


Leu 


Pro 


Pro 


lie 


Ser 


Pro 


1 








5 










10 










j.b 




lie 


lie 


Arg 


Thr 


Ala 


Ser 


Val 


Trp 


Leu 


Ser 


Phe 


Ser 


Asn 


Ser 


Trp 


Arg 








20 










25 










J U 






Ala 


Ser 


lie 


Lys 


Asp 


Val 


Pro 


Phe 


Lys 


Gly 


Ser 


Pro 


Pro 


lie 


Pro 


lie 






3 5 










4 0 


















His 


Thr 


Leu 


Cys 


Pro 


He 


Phe 


Leu 


Cys 


val 


Ser 


Cys 


/IT V. 

(j±n 


Thr 


Aia 


Ser 




50 










55 










6 0 










Tyr 


Val 


Ser 


Val 


Pro 


Asp 


Xaa 


Glu 


Thr 


Thr 


Pro 


Thr 


Phe 


Pro 


Gly 


Arg 


65 










7 0 










/ b 










q n 
o u 


Trp 


lie 


Tyr 


Pro 


vj j.y 


Mot" 
Cits L_ 


1*1 tr l— 


ST L. \J 


Tip 


Leu 


Gin 


Thr 


Pro 


Gly 


Leu 


He 










85 










90 










95 




Thr 


Pro 


Gly 


Gin 


Phe 


Gly 


Pro 


He 


Lys 


Glu 


Leu 


Ala 


Leu 


Phe 


Ser 


He 








100 










105 










110 






Arg 


Glu 


Ala 


Thr 


Ser 


Ser 


He 


Ser 


Leu 


He 


Gly 


lie 


Pro 


Ser 


Val 


He 






115 










120 










125 








Gin 


Thr 


He 


Ser 


Ser 


He 


Pro 


Xaa 


Ser 


Ser 


Ala 


Ser 


Lys 


Met 


Ala 


Ser 




130 










135 










140 










Ala 


Ala 


Asn 


Gly 


Gly 


Gly 


Thr 


Lys 


He 


He 


Glu 


Ala 


Arg 


Gin 


Pro 


Val 


145 










150 










155 










160 


Ala 


Arg 


Leu 


Ala 


Ser 


Lys 


Thr 


Glu 


Ser 


Lys 


Met 


Gly 


Lys 


Ser 


Lys 


Asn 










165 










170 










175 




Trp 


Leu 


Pro 


Pro 


Phe 


Pro 


Gly 


Val 


Thr 


Pro 


Pro 


Thr 


Lys 


Val 


Arg 


Ser 








180 










185 










190 






Val 


Lys 


Arg 


His 


He 


Val 























195 



(2) INFORMATIONS POUR LA SEQ ID NO: 560: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 142 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE J2ENOME : complement ( 54747 6 547 9 01 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 5 60: 



Pro 


Lys 


Gin 


Leu 


Gly 


Leu 


Ser 


Tyr 


He 


Ala 


Leu 


Asp 


Gly 


Thr 


He 


Gly 


1 








5 










10 










15 




Cys 


Leu 


Val 


Asn 
20 


Gly 


Ala 


Gly 


Leu 


Ala 
25 


Met 


Ser 


Thr 


Leu 


Asp 
30 


He 


Leu 


Lys 


Leu 


Tyr 
35 


Gly 


Gly 


Ser 


Ala 


Ala 
40 


Asn 


Phe 


Leu 


Asp 


Val 
45 


Gly 


Gly 


Ser 


Ala 


Ser 
50 


Glu 


Lys 


Gin 


He 


Gin 
55 


Glu 


Ala 


He 


Ser 


Leu 
60 


Val 


Leu 


Ser 


Asp 


Lys 


Ser 


Val 


Arg 


Val 


Leu 


Phe 


He 


His 


He 


Phe 


Gly 


Gly 


He 


Met 


Asp 


65 










70 










75 










80 


Cys 


Ala 


Val 


Val 


Ala 
85 


Ser 


Gly 


Leu 


Val 


Ser 
90 


Ala 


Met 


Gin 


Gly 


Gin 
95 


Lys 
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Glu Thr lie Pro 
100 

Gly Lys Gly Met 
115 

Ser Met Ser Glu 
130 



Thr Val lie Arg 

He He Asn Ala 
120 

Gly Ala Glu Leu 
135 



Leu Glu Gly Thr 
105 

Gly He Pro Cys 

Ala Val Gin Leu 
140 



Asn Val Asp Lys 
110 

Glu Phe Val Thr 
125 

Ser Arg 



(2) INFORMATIONS POUR LA SEQ ID NO : 5 61: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 245 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement { 547 9 00 548634 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 561: 



Met 


His 


Leu 


His 


Glu 


Tyr 


Gin 


Ala 


Lys 


Asp 


Leu 


Leu 


Thr 


Ala 


Tyr 


Gin 


1 








5 










10 










15 




Leu 


Pro 


He 


Pro 


Pro 


Tyr 


His 


Val 


Ala 


Thr 


Ser 


Val 


Pro 


Glu 


Val 


Glu 








20 










25 










30 






Ala 


Ala 


He 


Gin 


Xaa 


Glu 


Gin 


Trp 


Lys 


Ala 


Gly 


Val 


Val 


Lys 


Ala 


Gin 






35 










40 










45 








Val 


His 


Ala 


Gly 


Gly 


Arg 


Gly 


Lys 


Asn 


Gly 


Gly 


Val 


Val 


He 


Ala 


His 




50 










55 










60 










Ser 


Pro 


Glu 


Asp 


Leu 


Leu 


Ala 


Ala 


Ala 


Asp 


Lys 


Leu 


Leu 


His 


Met 


Gin 


65 










70 










75 










80 


Phe 


Ser 


Ser 


Asn 


Gin 


Thr 


Ala 


Gly 


Leu 


Ser 


Leu 


Pro 


Val 


Asn 


Lys 


Val 










85 










90 










95 




Leu 


He 


Ser 


Pro 


Leu 


Val 


Glu 


He 


Ala 


Ser 


Glu 


Tyr 


Tyr 


Leu 


Ala 


He 








100 










105 










110 






Val 


He 


Asp 


Arg 


Lys 


His 


Arg 


Cys 


Pro 


Val 


He 


Met 


Leu 


Ser 


Lys 


Ala 






115 










120 










125 








Gly 


Gly 


Val 


Asp 


He 


Glu 


Glu 


Val 


Ala 


Glu 


Lys 


Gin 


Pro 


Asp 


Gin 


Leu 




130 










135 










140 










Leu 


Lys 


Met 


Thr 


Leu 


Pro 


Ser 


Ser 


Gly 


Lys 


He 


Tyr 


Gly 


Tyr 


Gin 


Leu 


145 










150 










155 










160 


Arg 


Arg 


He 


Ala 


Lys 


Phe 


Met 


Glu 


Trp 


Asp 


Gin 


Pro 


He 


Ala 


Asp 


Gin 










165 










170 










175 




Gly 


Asn 


Arg 


He 


He 


Arg 


Gin 


Leu 


Leu 


Gin 


Cys 


Phe 


Tyr 


Glu 


Lys 


Asp 








180 










185 










190 






Ala 


Ser 


Leu 


Leu 


Glu 


He 


Asn 


Pro 


Leu 


Val 


Leu 


Thr 


Lys 


Asp 


Gly 


Ser 






195 










200 










205 








Leu 


Val 


He 


Leu 


Asp 


Ala 


Lys 


Met 


Thr 


He 


Asp 


Asp 


Asn 


Ala 


Leu 


Tyr 




210 










215 










220 










Arg 


His 


Pro 


Glu 


Leu 


Ala 


Asp 


Cys 


Tyr 


Asp 


Pro 


Ser 


Gin 


Glu 


Asn 


He 


225 










230 










235 










240 


Arg 


Asp 


Val 


Leu 


Ala 

























245 



(2) INFORMATIONS POUR LA SEQ ID NO: 562: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 256 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 548692 549459 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 562: 



Phe 


Asp 


Tyr 


Ser 


Val 


Phe 


Lys 


Phe 


Phe 


Gly 


Asn 


Lys 


Leu 


Arg 


Ser 


Leu 


1 








5 










10 










15 




Phe 


Lys 


Arg 


Thr 


Leu 


Ser 


Ser 


Asp 


Leu 


Leu 


Glu 


Tyr 


Ala 


Glu 


Val 


Leu 








20 










25 










3 0 






Leu 


Tyr 


Glu 


Gly 


Asp 


Phe 


Gly 


Pro 


Lys 


Leu 


Thr 


Glu 


Ala 


Phe 


Cys 


Glu 






35 










40 










45 








Glu 


Leu 


Arg 


Arg 


Cys 


Lys 


Asn 


Pro 


Asp 


Glu 


Arg 


Ala 


Val 


Lys 


Glu 


Leu 




50 










55 










60 










lie 


Arg 


Ser 


Phe 


Leu 


Ser 


Lys 


He 


He 


Ser 


Lys 


Leu 


Pro 


Gin 


Arg 


Glu 


65 










70 










7 5 










80 


Pro 


Leu 


Ser 


Val 


Arg 


Pro 


Phe 


Ser 


Thr 


Leu 


Val 


Leu 


Gly 


Thr 


Asn 


Gly 










85 










90 










95 




Ser 


Gly 


Lys 


Thr 


Thr 


Thr 


Val 


Ala 


Lys 


Leu 


Ala 


His 


Tyr 


Tyr 


Leu 


Ser 








100 










105 










110 






Gin 


Asn 


Gin 


Lys 


Val 


Leu 


He 


Val 


Ala 


Thr 


Asp 


Thr 


Phe 


Arg 


Ser 


Ala 






115 










120 










125 








Gly 


Met 


Asp 


Gin 


Met 


Arg 


Cys 


Trp 


Ala 


Glu 


Thr 


Leu 


Asn 


Cys 


Gly 


Phe 




130 










135 










140 










He 


Ser 


Gly 


Lys 


Pro 


Gly 


Gly 


Asp 


Ala 


Ala 


Ala 


He 


Ala 


Phe 


Asp 


Gly 


145 










150 










155 










160 


He 


Ser 


Ala 


Ala 


Val 


Ala 


Arg 


Asp 


Tyr 


Asp 


His 


Val 


He 


He 


Asp 


Thr 










165 










170 










175 




Ser 


Gly 


Arg 


Leu 


His 


Thr 


His 


Thr 


Asn 


Leu 


Leu 


Lys 


Glu 


Leu 


Gin 


Lys 








180 










185 










190 






He 


Ala 


Thr 


Val 


Cys 


Asn 


Lys 


Ala 


Phe 


Pro 


Gly 


Ala 


Pro 


His 


Glu 


Thr 






195 










200 










205 








Leu 


Met 


Thr 


He 


Asp 


Ala 


Thr 


Leu 


Gly 


Ser 


Asn 


Thr 


He 


Glu 


Ser 


Gly 




210 










215 










220 










Cys 


Asn 


Tyr 


Ser 


Met 


Lys 


Pro 


Tyr 


Leu 


Ser 


Lys 


Trp 


Thr 


Tyr 


Phe 


His 


225 










230 










235 










240 


Lys 


Ser 


Gly 


Arg 


Phe 


Cys 


Gin 


Arg 


Arg 


Leu 


Ser 


Leu 


Pro 


Tyr 


Arg 


Arg 










245 










250 










255 





(2) INFORMATIONS POUR LA SEQ ID NO : 5 63: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 241 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 54 9 663 5503 85 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 563: 
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Glu 


lie 


Ser 


Met 


Gly 


Leu 


Tyr 


Asp 


Arg 


Asp 


Tyr 


Ala 


Gin 


Asp 


Ser 


Arg 


1 








5 










10 










1 b 




Leu 


Pro 


Gly 


Thr 


Phe 


Ser 


Ser 


Arg 


Val 


Tyr 


Gly 


Trp 


Met 


Thr 


Ala 


Gly 






20 










25 










J U 






Leu 


Ala 


Val 


Thr 


Ala 


Leu 


Thr 


Ser 


Leu 


Gly 


Leu 


Tyr 


Ala 


Thr 


Gly 


Ala 






35 










40 










A C 

4 b 








Tyr 


Arg 


Ala 


Leu 


Phe 


Pro 


Met 


Trp 


Trp 


He 


Trp 


Cys 


Pne 


Ala 


inr 


Leu 


50 










55 










D U 










Gly 


Val 


Ser 


Phe 


Tyr 


He 


Gin 


Ala 


Gin 


He 


Gin 


Lys 


Leu 


Ser 


Val 


Pro 


65 










70 










75 










o n 
o U 


Ala 


Val 


Met 


Gly 


Leu 


Phe 


Leu 


Ala 


Tyr 


Ser 


He 


Leu 


Glu 


Gly 


Met 


Fne 










85 










90 










9 b 




Phe 


Gly 


Thr 


Leu 


Val 


Pro 


Val 


Tyr 


Ala 


Ala 


Gin 


Phe 


Gly 


Gly 


Gly 


Val 






100 










10b 










1 1 u 






Val 


Trp 


Ala 


Ala 


Phe 


Gly 


Ser 


Ala 


Gly 


He 


He 


Phe 


Gly 


Leu 


Ser 


Ala 




115 










120 










Iz J 








Ala 


Tyr 


Gly 


Ala 


Phe 


Thr 


Lys 


Asn 


Asp 


Leu 


Thr 


Gin 


lie 


HIS 


Arg 






130 










13 5 










JL4U 










Leu 


Met 


Leu 


Ala 


Leu 


Val 


Gly 


Leu 


Val 


Val 


lie 


Ser 


Leu 


Ala 


riie 


Leu 


145 










150 










Ibb 










1DU 


lie 


Val 


Ser 


Leu 


Phe 


Thr 


Pro 


Met 


Pro 


Leu 


Leu 


Tyr 


Leu 


Leu 


Tip 

lie 


v_ _y i> 










165 










17 0 










175 




Tyr 


Leu 


Gly 


Leu 


He 


He 


Phe 


Val 


Gly 


Leu 


Thr 


Val 


Val 


Asp 


Ala 


Gin 






180 










185 










190 






Ser 


He 


Arg 


Arg 


Val 


Ala 


Arg 


Ser 


Val 


Gly 


Asp 


His 


Gly 


Asp 


Leu 


Ser 






195 










200 










205 








Tyr 


Lys 


Leu 


Ser 


Leu 


He 


Met 


Ala 


Leu 


Gin 


Met 


Tyr 


Cys 


Asn 


Val 


He 


210 










215 










220 










Met 


He 


Phe 


Trp 


Tyr 


Leu 


Leu 


Gin 


He 


Phe 


Ala 


Ser 


Ser 


Asp 


Lys 


Arg 


225 










230 










235 










240 



Arg 



(2) INFORMATIONS POUR LA SEQ ID NO: 564: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 95 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 55042 1 5 51 605 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 564: 



Met 


Arg 


Asn 


Lys 


Cys 


Val 


Gly 


Gly 


He 


Leu 


He 


Val 


Ala 


Gly 


Thr 


Val 


1 








5 










10 










15 




He 


Gly 


Ala 


Gly 


Val 


Leu 


Ala 


Val 


Pro 


He 


Leu 


Thr 


Ala 


Val 


Glu 


Gly 






20 










25 










30 






Phe 


Phe 


Pro 


Ala 


Val 


Val 


Leu 


Tyr 


Val 


Leu 


Ala 


Trp 


Leu 


Val 


Ser 


Leu 






35 










40 










45 








Ala 


Ser 


Gly 


Tyr 


Gly 


Tyr 


Leu 


Glu 


Val 


Leu 


Thr 


Trp 


Cys 


Lys 


Gly 


Asn 




50 










55 










60 










Arg 


Gin 


Ala 


Asn 


Leu 


Cys 


Ser 


Met 


Ala 


Glu 


Glu 


Thr 


Leu 


Gly 


Arg 


Val 


65 










70 










75 










80 


Gly 


Arg 


He 


Val 


Leu 


Cys 


Leu 


Val 


Tyr 


Leu 


Phe 


Leu 


Phe 


Tyr 


Ser 


Leu 
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85 90 95 



Leu 


V cl 1 


Alp 


ryr 


Phe 


Cys 


Asp 


Glv 

vjiy 


Glv 


Asn 


He 


Leu 


Ser 


Arg 


Val 


He 








inn 










1 V J 










110 








L»1U 


Ser 






Ser 


ryr 


ir i. (J 


lip 


Met 


Arg 


His 


Val 


Met 


Pro 


Leu 






lie: 










JL \J 










12 5 








Leu 


File 


rae 


Ser 


Leu 


ph o 

irlie 


rilci 


Pro 

IT J- ^ 


Leu 


Leu 


Met 


Ala 


Asn 


Thr 


Ser 


Val 




1 J 0 










1j J 










14 0 
i m w 










lie 


Asp 


Tyr 


Cys 


Asn 


Arg 


*j iy 


Pho 


val 


Jr 1 1 1; 


Gly 


Leu 


He 


Phe 


Val 


Phe 


1 A C 

14b 










i c; o 

1DU 










155 










160 


Gly 


Leu 


Phe 


Cys 


vai 


Leu 


f^ 1 1 \r 

oiy 


val 


Pro 


7\ -y~r~X 
r\ L y 


lie 


Gin 


Gly 


Glu 


Leu 


Leu 








ICQ 

Idd 










17 0 
1 / u 










17 5 




Leu 


Arg 


Ala 


Ser 


Trp 


rne 


Ser 


o cl 


T.oi i 


Asn 


Ser 


Leu 


Pro 


He 


Phe 


Phe 








1 o U 










1 QC 
lO J 










19 0 






Leu 


AJla 






tr L 1 fci 






Val 


Val 


Pro 


Ser 


Leu 




His 


Tvr 


Leu 






i y D 










9 00 










205 








Asp 




Asn 


Tin 

lie 


Ar 5 


Oln 

ulU. 


Val 


Lys 


Arg 


Ala 


He 


Leu 


He 


Glv 


Ser 


Leu 














£m 1 _J 










220 










Tl Q 

lie 


Pro 


Leu 


11c 


JjcU 


ryr 


He 


Ala 


Trn 

11 tf 


Glu 


Ala 


Leu 


Val 


Leu 


Glv 


Thr 


ZZj 










23 0 










235 










240 


Vai 


riO 


Leu 


val 


Asp 


Leu 


Leu 


Lys 


Ala 


Lys 


Asp 


Leu 


Glv 


Trr> 


Thr 


Ala 










Zft J 










2 50 










255 




r\ 1 d. 


vj iy 


Ala 


Leu 


Gin 


Glv 

Ka iy 


Ser 


Leu 


Lys 


Asn 


Ser 


Ala 


Phe 


Tvr 


He 


Ala 








9 n 

Z D \J 










265 










270 






j- y 




Leu 


Phe 


Gly 


Phe 


Phe 


Ala 


Leu 


Val 


Thr. 


Ser 


Phe 


He 


Gly 


Thr 






on r 










280 










285 








Ala 
/\1 d 


Leu 


nla 


T .01 l 
J_J fe. u. 


4-1 Jf O 


Asp 


Phe 


Tvr 


He 


Asp 


He 


Phe 


Lys 




Asp 


Ala 














295 










300 










Arg 


Lys 


Lys 




V (3.1 


Ser 


Leu 


Phe 


Phe 


Leu 


Val 


Gin 


Val 


Phe 


Pro 


Leu 












-J 1 u 










315 










320 


Val 


Trp 


Ala 


He 


Phe 


Tyr 


Pro 


Glu 


He 


Val 


Leu 


Ser 


Cys 


Leu 


Arg 


Tyr 










325 










330 










335 




Ala 


Gly 


Gly 


He 


Gly 


Gly 


Ala 


Cys 


He 


Val 


Val 


Leu 


Phe 


Pro 


Val 


Ala 








340 










345 










350 






Met 


Leu 


Trp 


Asn 


Gly 


Arg 


Tyr 


Gly 


Lys 


Arg 


Arg 


Cys 


Phe 


Gly 


Lys 


Arg 






355 










360 










365 








He 


Leu 


Pro 


Gly 


Gly 


Lys 


Thr 


Val 


Leu 


Leu 


He 


Leu 


Thr 


Gly 


Tyr 


Thr 




370 










375 










380 










Val 


Leu 


Asn 


Xaa 


Ala 


Thr 


Leu 


Tyr 


Tyr 


Ala 


Phe 












385 










390 










395 













(2) INFORMATIONS POUR LA SEQ ID NO: 565: 

(i) CARACTERISTIQUES DE _LA SEQUENCE: 

(A) LONGUEUR: 3 98 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 5517 97 .. 552 9 9 0 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 5 65: 

Met He Asn Lys Met Leu Gly Gly Ala Leu Leu Val Ala Gly Thr Thr 
15 10 15 

He Gly Ala Gly Val Leu Ala Val Pro Val Ser Thr Ser Glu Gly Gly 
20 25 30 
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Phe Leu Pro Thr Thr Leu Leu Tyr lie Val Ser Trp Phe lie Ala Val 

35 40 45 

Ala Ser Gly Tyr Cys Phe Leu Glu Val Leu Thr Trp Thr His Ser Arg 

50 55 60 

Lys Asn Val Asn Met Val Ser Leu Ala Glu Tyr Thr Leu Gly His Lys 
65 70 75 80 

Ser Lys lie lie Met Trp Leu lie Tyr Leu Leu Leu Phe Tyr Ser Leu 

85 90 95 

Leu Val Ala Tyr Phe Cys Asp Gly Gly Asn lie Leu Met Arg Val Met 

100 105 110 

Gly Cys Arg Ser Trp Asp Thr Pro Trp lie Arg His Ala Met Pro Val 

115 120 125 

Val Phe Phe Ala Leu Phe Ser Pro Leu Leu Met Ala Lys Thr Ser lie 

130 135 140 

lie Asp Gin Cys Asn Arg Val Phe Val Phe Gly Leu Gly lie Ala Phe 
145 150 155 160 

Ala Met Phe Cys Tyr Phe Gly Phe Pro Leu Met Lys Thr Asp Leu Leu 

165 ; 170 175 

Val Arg Ser Ala Trp Gly Ala Thr Leu Lys Gly Phe Pro lie Leu Phe 

180 185 190 

Leu Ala Phe Gly Phe Gin Asn Val Val Pro Thr Leu Tyr His Tyr Met 

195 200 205 

Asp Lys Asn Val Lys Asp Val Lys Lys Ala lie Val lie Gly Ser Ser 

210 215 220 

lie Pro Leu Val Leu Tyr lie lie Trp Glu Ala lie Val Leu Gly Ala 
225 230 235 240 

Val Pro lie Ser Phe Leu Glu Gin Ala Lys Val Glu Gly Trp Thr Ala 

245 250 255 

lie Gly Ala Leu Gin Thr Ala Leu Lys Cys Ala Ala Phe Tyr Val Ala 

260 265 270 

Gly Glu Phe Phe Gly Phe Phe Ala Leu lie Ser Ser Phe lie Gly Val 

275 280 285 

Ser Leu Gly Leu Lys Asp Phe Phe lie Asp Ala Phe Gin Trp Asp Glu 

290 295 300 

Lys Lys Arg Lys Val Glu lie Phe Phe Leu Val Phe Val Phe Pro Leu 
305 310 315 320 

Val Trp Ala Val Phe Tyr Pro Gly lie Val Leu Lys Cys Leu Glu Cys 

325 330 335 

Thr Gly Ala Leu Gly Glu Thr lie Val Leu Gly Val Cys Pro Val Leu 

340 345 350 

Met Val Trp Lys Gly Arg Tyr Gly Lys Lys Arg Tyr Tyr Gly Lys Arg 

355 360 365 

lie Leu Pro Gly Gly Lys Gly Thr Leu Leu Val Met Ser Gly Leu Val 

370 175 380 

Leu Leu Asn Leu Val Leu lie Ala Gin Lys Phe Leu Gly Tyr 
385 390 395 



(2) INFORMATIONS POUR LA SEQ ID NO : 5 66: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 606 acides amines 

{ B ) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 553 09 6 .. 554 913 ) 
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(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 566: 

Met Cys Gly lie Phe Gly Tyr Leu Gly Glu Lys Asn Ala Val Pro Leu 

15 10 15 

Val Leu Glu Gly Leu Ser Glu Leu Glu Tyr Arg Gly Tyr Asp Ser Ala 

20 25 30 

Gly lie Ala Thr Leu lie Glu Gly Arg Leu Phe Val Glu Lys Ala Val 

35 40 45 

Gly Pro Val Ser Gin Leu Cys Ser Ala Val Ser Ser Asp lie His Ser 

50 55 60 

Gin Ala Ala lie Gly His Thr Arg Trp Ala Thr His Gly Glu Pro Ser 
65 70 75 80 

Arg Phe Asn Ala His Pro His lie Asp Met Asp Ala Ser Cys Ala Leu 

85 90 95 

Val His Asn Gly lie lie Glu Asn Phe Gin Lys Leu Lys Glu Glu Leu 

100 105 110 

Glu Glu Gin Gly Val Val Phe Ser Ser Asp Thr Asp Thr Glu Val lie 

115 120 125 

Val Gin Leu Phe Ala Arg Arg Tyr Lys Glu Thr Arg Asp Leu lie Gin 

130 135 140 

Ser Phe Ser Trp Thr Leu Lys Arg Leu Gin Gly Ser Phe Ala Cys Ala 
145 150 155 160 

Leu Met His Gin Asp His Pro Glu Val Leu Leu Cys Ala Ala His Glu 

165 170 175 

Ser Pro Leu lie Leu Gly Leu Gly Glu Asp Glu Val Phe lie Ser Ser 

180 185 190 

Asp lie His Ala Phe Leu Lys Tyr Ser Gly Cys Thr Gin Thr Leu Ala 

195 200 205 

Ser Gly Glu Leu Val Val Leu Arg lie Gly Lys Ser lie Glu Thr Tyr 

210 215 220 

Asn Phe Glu Leu Ala Arg lie Gin Lys Glu Val Arg Cys lie Asp His 
225 230 235 240 

Thr Glu Asp Ser Leu Asp Lys Lys Gly Phe Asp Tyr Tyr Met Leu Lys 

245 250 255 

Glu lie Tyr Glu Gin Pro Glu Val Phe Glu Arg lie Leu His Leu Thr 

260 265 270 

Cys Glu Glu Asn Ser Phe Thr Glu Ser Phe Leu Lys Gly Phe Ser Leu 

275 280 285 

Asp Glu lie Gin Ser Leu His lie Val Ala Cys Gly Ser Ser Tyr His 

290 295 300 

Ala Gly Tyr Leu Ala Lys Tyr Val lie Glu Ser lie Ala Ser lie Pro 
305 310 315 320 

Val Tyr Val Glu lie Ala Ser Glu Phe Arg Tyr Arg Gin Pro Tyr lie 

325 330 335 

Ala Glu His Ser Leu Ala lie Leu lie Ser Gin Ser Gly Glu Thr Ala 

340 345 350 

Asp Thr Leu Ala Ala Leu Asn Glu Phe Arg Lys Leu Ser Lys Ala Arg 

355 360 365 

Val Leu Gly lie Cys Asn Val Arg Glu Ser Ala Leu Ala Ser Arg Val 

370 375 380 

Asp His Cys Leu Phe lie Glu Ala Gly Leu Glu Val Gly Val Ala Ser 
385 390 395 400 

Thr Lys Ala Phe Thr Ala Gin Leu Leu Leu Leu lie Leu Leu Gly Leu 

405 410 415 

Arg Leu Ala Asn His Arg Gin Val lie Ala Gin Glu Asp Leu Ala Gin 

420 425 430 

Ala lie Gin Gly Leu Lys Asp Leu Pro Asn Leu Thr Arg Leu Phe Leu 
435 440 445 
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Asp Ser Ser He 
450 

Phe He Phe Leu 
465 

Ala Leu Lys Leu 

Ala Gly Glu Met 
500 

Pro Val He Val 
515 

Gly Ala He Met 
530 

Ala Pro Glu Ser 
545 

Tyr He Pro Asp 

Ala Gly Gin He 
580 

Val Asp Arg Pro 
595 



His Asp Trp Arg 
455 

Gly Arg Arg Phe 
470 

Lys Glu He Ala 
485 

Lys His Gly Pro 

Tyr Cys Gly Asp 
520 

Glu Val Lys Ala 
535 

Asn Arg Asp He 
550 

Ser His Asp Leu 
565 

Met Ala Tyr Thr 

Arg Asn Leu Ala 
600 



Cys Arg Gin He 
460 

Met Tyr Pro He 
475 

Tyr Val Glu Ala 
490 

He Ala Leu He 
505 

Arg Ser Val Tyr 

Arg Lys Ala Tyr 
540 

Ala Ala Val Ser 
555 

Ala Ala Pro He 
570 

Met Ala Leu Gin 
585 

Lys Ser Val Thr 



Glu Glu Thr Ser 

Cys Met Glu Ala 
480 

Asn Ala Tyr Pro 
495 

Arg Glu Gly Thr 
510 

Thr Lys Thr He 
525 

Val He Ala Leu 

Asp Glu Gin He 
560 

Leu Phe Thr He 
575 

Arg Gly Thr Glu 

590 
Val Glu 
605 



(2) INFORMATIONS POUR LA SEQ ID NO: 567: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 458 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 554 9 27 .. 5563 0 0 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 567: 

Met Thr Arg Asp Val Ser Gin Leu Phe Gly Thr Asp Gly Val Arg Gly 

1 5 10 15 

Arg Ala Asn Phe Glu Pro Met Thr Val Glu Thr Ser Val Leu Leu Gly 

20 25 30 

Lys Ala He Ala Gly Val Leu Leu Glu Lys His Ala Gly Lys His Arg 

35 40 45 

Val Val Val Gly Lys Asp Thr Arg Leu Ser Gly Tyr Met Phe Glu Asn 

50 53 60 

Ala Leu He Ala Gly Leu Thr Ser Met Gly He Glu Thr Leu Met Leu 
65 70 75 80 

Gly Pro He Pro Thr Pro Gly Val Ala Phe He Thr Arg Ala Tyr Arg 

85 90 95 

Ala Asp Ala Gly He Met He Ser Ala Ser His Asn Pro Tyr Arg Asp 

100 105 HO 

Asn Gly He Lys He Phe Ser Ser Asp Gly Phe Lys He Gly Gin Ala 

115 120 125 

Val Glu Glu Arg He Glu Ala Met Val Ala Ser Lys Asp Phe Gly Lys 

130 135 140 

Leu Pro Asp Asp His Ala Val Gly Lys Asn Lys Arg Val Lys Asp Ala 
145 150 155 160 

Thr Gly Arg Tyr He Glu Tyr Ala Lys Ala Thr Phe Pro Lys Gly Arg 

165 170 175 

Thr Leu Lys Gly Leu Arg He Val Leu Asp Cys Ala His Gly Ala Thr 
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180 185 190 



Tyr 


Arg 


Val 


Ala 


Pro 


Ser 


Val 


Phe 


Glu 


Glu 


Leu 


Asp 


Ala 


Glu 


val 


lie 


195 










200 










2 05 








Cys 


Tyr 


Gly 


Cys 


Glu 


Pro 


Ser 


Gly 


Cys 


Asn 


He 


Asn 


Ala 


Gly 


Cys 


Gly 


210 










215 










220 










Ala 


Leu 


Trp 


Pro 


Ser 


Thr 


He 


Gin 


Lys 


Ala 


Val 


He 


Glu 


His 


Lys 


Ala 


225 








230 










235 












Asp 


Val 


Gly 


He 


Ala 


Leu 


Asp 


Gly 


Asp 


Gly Asp 


Arg 


Leu 


I le 


Met 


Val 






245 










250 










255 




Asp 


Glu 


Lys 


Gly 


His 


He 


Val 


Asp 


Gly 


Asp 


Met 


Leu 


Leu 


Ser 


lie 


Cys 




260 










265 










27 0 






Ala 


Ser 


Asp 


Leu 


Lys 


Arg 


Arg 


Gin 


Ala 


Leu 


Pro 


Asp 


Asn 


Arg 


vai 


vai 






275 










280 










285 








Ala 


Thr 


Val 


Met 


Thr 


Asn 


Phe 


Gly 


Val 


Leu 


Arg 


Tyr 


Leu 


Glu 


Ser 


Leu 




290 










295 










3 00 










Gly 


lie 


Gin 


Val 


Thr 


He 


Ser 


Pro 


Val 


Gly Asp 


Arg 


His 


Val 


Leu 


Gin 


3 05 










310 










315 










Ton 


His 


Met 


-Leu 


Glu 


Asn 


Gin 


Ala 


Val 


Leu 


Gly Gly 


Glu 


Gin 


Ser 


Gly 


His 










325 










330 














Met 


He 


Phe 


Leu 


Asp 


Tyr 


Asn 


Thr 


Thr 


Gly Asp 


Gly 


lie 


val 


Ser 


Ala 








340 










345 










3 50 






Leu 


Gin 


Val 


Leu 


Arg 


He 


Met 


He 


Glu 


Ser 


Glu 


Ser 


Thr 


Leu 


Ser 


Asp 






355 










3 60 










ice 
Job 








Leu 


Thr 


Ala 


Cys 


He 


val 


Lys 


Ser 


Pro 


Gin 


Ala 


Leu 


Tip 


Asn 


vai 


Pro 




370 










375 










380 










Val 


Thr 


Lys 


Lys 


Val 


Pro 


Leu 


Glu 


Ser 


Leu 


Ala 


Asn 


Val 


Gin 


Gly 


Val 


385 






390 










395 










400 


Leu 


Lys 


Glu 


Val 


Lys 


Glu 


Val 


Leu 


Gly 


Asp 


Ser 


Gly 


Arg 


He 


Leu 


Leu 








405 










410 










415 




Arg 


Tyr 


Ser 


Gly 


Thr 


Glu 


Asn 


He 


Cys 


Arg 


Val 


Met 


Val 


Glu 


Gly 


Thr 




420 










425 










430 






Lys 


Lys 


His 


Gin 


Val 


Asp 


Ser 


Leu 


Ala 


Lys 


Thr 


He 


Val 


Asp 


Val 


Val 


435 










440 










445 








Glu 


Ala 


Glu 


He 


Gly 


Ala 


Gly 


He 


Ser 


Glu 















450 455 



(2) INFORMATIONS POUR LA SEQ ID NO: 568: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 127 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 556524 556904 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 568: 

Met He Tyr Phe Phe Val Phe Met Thr Pro Tyr Leu He Glu Ala Leu 

! 5- 10 15 

Val Ala Cys Cys He Leu Leu Ser Leu Gly Met Val Leu He Phe Ala 

20 25 30 

Phe Thr He Cys Leu Leu Leu Lys Leu His Lys He Met Lys Leu Val 

35 40 45 

Ser Arg He Ser Ser Leu Phe Asn Phe Glu Ala Arg Trp Leu Ala Pro 
50 55 60 
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Leu Leu lie Gly Lys Lys Phe lie 
65 70 
Ala Asp Arg Lys Met Ser Gin Leu 
85 

Asp Ser Glu Asn Ser Cys Ser Ser 
100 

Ala Ala lie Ala Leu Cys Ala Trp 
115 120 



Leu Asn Trp Leu Arg Lys Lys Tyr 

75 80 
Ala Asp Glu Leu Glu Asp Asn Glu 

90 95 
Arg Leu Leu Cys Gly Ala Lys Leu 
105 110 
Leu Leu lie Arg Lys Lys Asp 
125 



(2) INFORMATIONS POUR LA SEQ ID NO : 5 69: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 271 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 5573 14 .. 558126 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 569: 

Arg Ser Phe Lys Gly Asp Ser Met Thr Thr Leu Pro Asn Thr Cys Thr 

15 10 15 

Ser Asn Ser Asn Ser lie Asn Thr Phe Thr Xaa Asp lie Glu Met Ala 

20 25 30 

Lys Gin lie Gin Gly Ser Arg Lys Asp Pro Leu Ala Lys Thr Ser Trp 

35 40 45 

lie Ala Gly Leu lie Cys Val Val Ala Gly Val Leu Gly Leu Leu Ala 

50 55 60 

lie Gly lie Gly Gly Cys Ser Met Ala Ser Gly Leu Gly Leu lie Gly 
65 70 75 80 

Ala He He Ala Ala Val Val Val Ala Val Gly Leu Cys Cys Leu Val 

85 90 95 

Ser Ala Leu Cys Leu Xaa Val Glu Lys Ser Gin Trp Trp Gin Lys Glu 

100 105 110 

Phe Lys Ser Trp He Glu Gin Lys Ser Gin Phe Arg He Val Met Ala 

115 120 125 

Asp Met Leu Glu Ala Asn Gin Lys Leu Gin Ser Glu Val Glu Phe Leu 

130 135 140 

Ser Lys Gly Trp Ser Asp Ala Ala Ala Val His Lys Glu Asp Val Thr 
145 150 _ 155 160 

Lys Tyr Glu Gin Val Val Glu Lys Tyr Gly Glu Lys He Met Lys Leu 

165 170 175 

Tyr Lys Gin Thr Gly Val Leu Thr He Glu Lys Val Asn Leu Gin Lys 

180 185 190 

Glu Lys Lys Thr Trp Leu Glu Glu Lys Ala Glu Met Glu Gin Lys Leu 

195 200 205 

Thr Thr Val Thr Asp Leu Glu Ala Ala Lys Gin Gin Leu Glu Glu Lys 

210 215 220 

Val Thr Asp Leu Glu Ser Glu Lys Gin Glu Leu Arg Glu Glu Leu Asp 
225 230 235 240 

Lys Ala Thr Glu Asn Leu Asp Glu Met Ala His Glu Ala Met Glu Phe 

245 250 255 

Glu Lys Glu Lys His Gly He Lys Pro Gly Arg Arg Gly Ser He 
260 265 270 
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(2) INFORMATIONS POUR LA SEQ ID NO : 57 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 142 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 557810 55823 5 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 570: 

Asp Phe Ser Thr Xaa Lys His Lys Ala Asp Thr Lys Gin His Lys Pro 

15 10 15 

Thr Ala Thr Thr Thr Ala Ala lie lie Ala Pro lie Asn Pro Asn Pro 

20 25 30 

Glu Ala lie Glu His Pro Pro lie Pro lie Ala Arg Ser Pro Asn Thr 

35 40 45 

Pro Ala Thr Thr Gin lie Asn Pro Ala lie His Glu Val Leu Ala Arg 

50 55 60 

Gly Ser Phe Arg Glu Pro Trp lie Cys Phe Ala lie Ser lie Ser Xaa 
65 70 75 80 

Val Lys Val Phe lie Glu Leu Glu Phe Glu Val Gin Val Leu Gly Arg 

85 90 95 

Val Val lie Glu Ser Pro Leu Asn Asp Arg His Ala Asp Gly Pro Lys 

100 105 110 

Lys Gin Pro Gin Thr Tyr Phe Cys Thr Asn Phe Cys Phe Leu Ala Lys 

115 120 125 

Lys Lys Glu Arg Phe Tyr Leu Leu Leu Asn Leu Leu Thr Ser 
130 135 140 



(2) INFORMATIONS POUR LA SEQ ID NO : 571: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 02 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 5583 1 0 55 9 21 5 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 571: 

Lys Met His Ala Leu Leu lie Asn Leu Thr Ala Gin Arg Met Glu Phe 

1 .5 10 15 

Asp Tyr Ser Thr Asn Val Trp Gly Phe Ala Phe Gly Gly Phe Arg Thr 

20 25 30 

Leu Ser Ala Glu Asn Leu Val Ala lie Asp Gly Tyr Lys Gly Ala Tyr 

35 40 45 

Gly Gly Ala Ser Ala Gly Val Asp lie Gin Leu Met Glu Asp Phe Val 

50 55 60 

Leu Gly Val Ser Gly Ala Ala Phe Leu Gly Lys Met Asp Ser Gin Lys 
65 70 75 80 
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Phe 


Asp 


Ala 


Glu 


Val 


Ser 


Arg 


Lys 


Gly Val 


Val 


Gly 


Ser 


Val 


Tyr 


Thr 










85 










90 










95 




Gly 


Phe 


Leu 


Ala 


Gly 


Ser 


Trp 


Phe 


Phe 


Lys 


Gly 


Gin 


Tyr 


Ser 


Leu 


Gly 








100 










105 










110 






Glu 


Thr 


Gin 


Asn 


Asp 


Met 


Lys 


Thr 


Arg 


Tyr 


Gly 


Val 


Leu 


Gly 


Glu 


Ser 






115 










120 










125 








Ser 


Ala 


Ser 


Trp 


Thr 


Ser 


Arg 


Gly 


Val 


Leu 


Ala 


Asp 


Ala 


Leu 


Val 


Glu 




13 0 










13 5 










140 










Tyr 


Arg 


Ser 


Leu 


Val 


Gly 


Pro 


Val 


Arg 


Pro 


Thr 


Phe 


Tyr 


Ala 


Leu 


His 


145 










150 










155 










160 


Phe 


Asn 


Pro 


Tyr 


Val 


Glu 


Val 


Ser 


Tyr 


Ala 


Ser 


Met 


Lys 


Phe 


Pro 


Gly 










165 










170 










175 




Phe 


Thr 


Glu 


Gin 


Gly 


Arg 


Glu 


Ala 


Arg" Ser 


Phe 


Glu 


Asp 


Ala 


Ser 


Leu 








180 










185 










190 






Thr 


Asn 


lie 


Thr 


lie 


Pro 


Leu 


Gly 


Met 


Lys 


Phe 


Glu 


Leu 


Ala 


Phe 


He 






195 










200 










205 








Lys 


Gly 


Gin 


Phe 


Ser 


Glu 


Val 


Asn 


Ser 


Leu 


Gly 


lie 


Ser 


Tyr 


Ala 


Trp 




210 










215 










220 










Glu 


Ala 


Tyr 


Arg 


Lys 


Val 


Glu 


Gly 


Gly 


Ala 


Val 


Gin 


Leu 


Leu 


Glu 


Ala 


225 










230 










235 










240 


Gly 


Phe 


Asp 


Trp 


Glu 


Gly 


Ala 


Pro 


Met 


Asp 


Leu 


Pro 


Arg 


Gin 


Glu 


Leu 










245 










250 










255 




Arg 


Val 


Ala 


Leu 


Glu 


Asn 


Asn 


Thr 


Glu 


Trp 


Ser 


Ser 


Tyr 


Phe 


Ser 


Thr 








260 










265 










270 






Val 


Leu 


Gly 


Leu 


Thr 


Ala 


Phe 


Cys 


Gly 


Gly 


Phe 


Thr 


Ser 


Thr 


Asp 


Ser 






275 










280 










285 








Lys 


Leu 


Gly 


Tyr 


Glu 


Ala 


Asn 


Ala 


Gly 


Leu 


Arg 


Leu 


He 


Phe 








290 










295 










300 











(2) INFORMATIONS POUR LA SEQ ID NO: 572: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 718 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 559 1 9 6 56 13 4 9 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 572: 



Leu 


Leu 


Val 


Arg 


Trp 


Lys 


Leu 


Pro 


He 


He 


Pro 


Ser 


Asn 


Phe 


Phe 


Tyr 


1 








5 










10 










15 




Arg 


Lys 


Cys 


GlU 


Xaa 


Pro 


Gin 


Ala 


Leu 


Pro 


Thr 


Gin 


Glu 


Glu 


Phe 


Pro 








20 










25 










30 






Leu 


Phe 


Ser 


Lys 


Lys 


Glu 


Gly 


Arg 


Pro 


Leu 


Ser 


Ser 


Gly 


Tyr 


Ser 


Gly 






35 










40 










45 








Gly 


Gly 


Ala 


lie 


Leu 


Gly 


Arg 


Glu 


Val 


Ala 


He 


Leu 


His 


Asn 


Ala 


Ala 




50 










55 










60 










Val 


Val 


Phe 


Glu 


Gin 


Asn 


Arg 


Leu 


Gin 


Cys 


Ser 


Glu 


Glu 


Glu 


Ala 


Thr 


65 










70 










75 










80 


Leu 


Leu 


Gly 


Cys 


Cys 


Gly 


Gly 


Gly 


Ala 


Val 


His 


Gly 


Met 


Asp 


Ser 


Thr 










85 










90 










95 




Ser 


He 


Val 


Gly 


Asn 


Ser 


Ser 


Val 


Arg 


Phe 


Gly 


Asn 


Asn 


Tyr 


Ala 


Met 








100 










105 










110 






Gly 


Gin 


Gly 


Val 


Ser 


Gly 


Gly 


Ala 


Leu 


Leu 


Ser 


Lys 


Thr 


Val 


Gin 


Leu 



1307 







115 










120 










lz b 








Ala 


Gly 


Asn 


Gly 


Ser 


Val 


Asp 


Phe 


Ser 


Arg 


Asn 


He 


Ala 


Ser 


Leu 


Gly 




130 










13 5 










140 










Gly 


Gly 


Ala 


Leu 


Gin 


Ala 


Ser 


Glu 


Gly 


Asn 


Cys 


Glu 


Leu 


Val 


Asp 


Asn 


145 










150 










155 










"1 /"ft 

16 0 


Gly 


Tyr 


Val 


Leu 


Phe 


Arg 


Asp 


Asn 


Arg 


Gly Arg 


Val 


Tyr 


Gly 


Gly 


Ala 










165 










17 0 










1 / b 




lie 


Ser 


Cys 


Leu 


Arg 


Gly 


Asp 


Val 


Val 


He 


Ser 


Gly 


Asn 


Lys 


Gly 


Arg 








180 










185 










i y u 






Val 


Glu 


Phe 


Lys 


Asp 


Asn 


He 


Ala 


Thr 


Arg 


Leu 


Tyr 


Val 


GlU 


Glu 


Thr 






195 










z uu 










one 








Val 


Glu 


Lys 


Val 


Glu 


Glu 


Val 


GlU 


Pro 


Ala 


Pro 


Glu 


Gin 


Lys 


Asp 


Asn 




210 










21b 










220 










Asn 


Glu 


Leu 


Ser 


Phe 


Leu 


Gly 


Ser 


Val 


Glu 


Gin 


Ser 


Phe 


Ti- 
lls 


inr 


Ala 


225 










23 0 










235 












Ala 


Asn 


Gin 


Ala 


Leu 


Phe 


Ala 


Ser 


Glu 


Asp 


Gly Asp 


Leu 


Ser 


Pro 


GlU 










245 










250 










1 c c 
2. b b 




Ser 


Ser 


He 


Ser 


Ser 


Glu 


Glu 


Leu 


Ala 


Lys 


Arg 


Arg 


Glu 


Cys 


Ala 


Gly 








260 










zob 










T7 n 
Z / U 






Gly Ala 


He 


Phe 


Ala 


Lys 


Arg 


Val 


Arg 


He 


Val 


Asp 


Asn 


Gin 


Glu 


Ala 






275 










280 










IOC 








Val 


Val 


Phe 


Ser 


Asn 


Asn 


Phe 


Ser 


Asp 


He 


Tyr 


Gly 


Gly 


Ala 


I le 


Phe 




290 










295 










t n a 










Thr 


Gly 


Ser 


Leu 


Arg 


Glu 


Glu 


Asp 


Lys 


Leu 


Asp 


Gly 


Gin 


He 


Pro 


Glu 


305 










310 










Jib 










i -> n 
j z U 


Val 


Leu 


He 


Ser 


Gly 


Asn 


Ala 


Gly 


Asp 


Val 


Val 


Phe 


Ser 


Gly 


Asn 


Ser 










325 










33 0 










J J b 




Ser 


Lys 


Arg 


Asp 


Glu 


His 


Leu 


Pro 


His 


Thr 


Gly 


Gly 


Gly 


Ala 


lie 


Cys 








340 










345 










3 50 






Thr 


Gin 


Asn 


Leu 


Thr 


He 


Ser 


Gin 


Asn 


Thr 


Gly 


Asn 


Val 


Leu 


Phe 


Tyr 






355 










3 60 










o c c 
Job 








Asn 


Asn 


Val 


Ala 


Cys 


Ser 


Gly 


Gly 


Ala 


Val 


Arg 


I le 


Glu 


Asp 


His 


Gly 




370 










375 










-j o r\ 










Asn 


Val 


Leu 


Leu 


Glu 


Ala 


Phe 


Gly 


Gly 


Asp 


He 


Val 


Phe 


Lys 


\j ly 


Asn 


385 










3 90 










395 










/inn 

4 U U 


Ser 


Ser 


Phe 


Arg 


Ala 


Gin 


Gly 


Ser 


Asp 


Ala 


He 


Tyr 


Pne 


Ala 


Cjiy 


Lys 










405 










410 










41b 




Glu 


Ser 


His 


He 


Thr 


Ala 


Leu 


Asn 


Ala 


Thr 


Glu 


Gly 


His 


Ala 


1 le 


val 








420 










A "i C 










Aid 

4 -J U 






Phe 


His 


Asp 


Ala 


Leu 


Val 


Phe 


Glu 


Asn 


Leu 


Lys 


Glu 


Arg 


Lys 


Ser 


Ala 






435 










a a n 
440 










A A C 

44 b 








Glu 


Val 


Leu 


Leu 


He 


Asn 


Ser 


Arg 


Glu 


Asn 


Pro 


Gly 


Tyr 


Thr 


Gly 


Ser 




450 










455 










460 










He 


Arg 


Phe 


Leu 


Glu 


Ala 


QJ-U 


Ser 


Lys 


Val 


Pro 


Gin 


Cys 


lie 


His 


val 


465 










470 










475 










4 0 U 


Gin 


Gin 


Gly 


Ser 


Leu 


Glu 


Leu 


Leu 


Asn 


Gly 


Ala 


Thr 


Leu 


Cys 


Ser 


Tyr 








485 










490 










A Q C 

4 y b 




Gly 


Phe 


Lys 


Gin 


Asp 


Ala 


Gly 


Ala 


Lys 


Leu 


Val 


Leu 


Ala 


Ala 


Gly 


Ser 






500 










505 










b 1U 






Lys 


Leu 


Lys 


He 


Leu 


Asp 


Ser 


Gly 


Thr 


Pro 


Val 


Gin 


Gly 


His 


Ala 


He 






515 










520 










525 








Ser 


Lys 


Pro 


Glu 


Ala 


Glu 


He 


Glu 


Ser 


Ser 


Ser 


Glu 


Pro 


Glu 


Gly 


Ala 




530 










535 










540 










His 


Ser 


Leu 


Trp 


He 


Ala 


Lys 


Asn 


Ala 


Gin 


Thr 


Thr 


Val 


Pro 


Met 


Val 


545 










550 










555 










560 


Asp 


He 


His 


Thr 


He 


Ser 


Val 


Asp 


Leu 


Ala 


Ser 


Phe 


Ser 


Ser 


Ser 


Gin 








565 










570 










575 




Gin 


Glu 


Gly 


Thr 


Val 


Glu 


Ala 


Pro 


Gin 


Val 


He 


Val 


Pro 


Gly 


Gly 


Ser 








580 










585 










590 







1308 



Tyr Val Arg Ser Gly Glu Leu Asn Leu Glu Leu Val Asn Thr Thr Gly 

595 600 605 

Thr Gly Tyr Glu Asn His Ala Leu Leu Lys Asn Glu Ala Lys Val Pro 

610 615 620 

Leu Met Ser Phe Val Ala Ser Ser Asp Glu Ala Ser Ala Glu lie Ser 
625 630 635 640 

Asn Leu Ser Val Ser Asp Leu Gin lie His Val Ala Thr Pro Glu lie 

645 650 655 

Glu Glu Asp Thr Tyr Gly His Met Gly Asp Trp Ser Glu Ala Lys lie 

660 665 670 

Gin Asp Gly Thr Leu Val lie Asn Trp Asn Pro Thr Gly Tyr Arg Leu 

675 680 685 

Asp Pro Gin Lys Ala Gly Ala Leu Val Phe Asn Ala Leu Trp Glu Glu 

690 695 700 

Gly Ala Val Leu Ser Ala Leu Lys Asn Ala Arg Phe Ala Asp 
705 710 715 



(2) INFORMATIONS POUR LA SEQ ID NO : 573: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 594 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 561 1 5 0 5 62 93 1 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 573: 



Phe 


Val 


Lys 


Lys 


Val 


Leu 


Phe 


Arg 


Arg 


Phe 


Glu 


Met 


Ser 


Ser 


Glu 


Lys 


1 








5 










10 










15 




Asp 


He 


Lys 


Ser 


Thr 


Cys 


Ser 


Lys 


Phe 


Ser 


Leu 


Ser 


Val 


Val 


Ala 


Ala 








20 










25 










30 






He 


Leu 


Ala 


Ser 


Val 


Ser 


Gly 


Leu 


Ala 


Ser 


Cys 


Val 


Asp 


Leu 


His 


Ala 






35 










40 










45 








Gly 


Gly 


Gin 


Ser 


Val 


Asn 


Glu 


Leu 


Val 


Tyr 


Val 


Gly 


Pro 


Gin 


Ala 


Val 




50 










55 










60 










Leu 


Leu 


Leu 


Asp 


Gin 


He 


Arg 


Asp 


Leu 


Phe 


Val 


Gly 


Ser 


Lys 


Asp 


Ser 


65 










70 










75 










80 


Gin 


Ala 


Glu 


Gly 


Gin 


Tyr 


Arg 


Leu 


He 


Val 


Gly 


Asp 


Pro 


Ser 


Ser 


Phe 










85 










90 










95 




Gin 


GlU 


Lys 


Asp 


Ala 


Asp 


Thr 


Leu 


Pro 


Gly 


Lys 


Val 


Glu 


Gin 


Ser 


Thr 








100 










105 










110 






Leu 


Phe 


Ser 


Val 


Thr 


Ash 


Pro 


Val 


Val 


Phe 


Gin 


Gly 


Val 


Asp 


Gin 


Gin 






115 










120 










125 








Asp 


Gin 


Val 


Ser 


Ser 


Gin 


Gly 


Leu 


He 


Cys 


Ser 


Phe 


Thr 


Ser 


Ser 


Asn 




130 










135 










140 










Leu 


Asp 


Ser 


Pro 


Arg 


Asp 


Gly 


Glu 


Ser 


Phe 


Leu 


Gly 


He 


Ala 


Phe 


Val 


145 










150 










155 










160 


Gly 


Asp 


Ser 


Ser 


Lys 


Ala 


Gly 


He 


Thr 


Leu 


Thr 


Asp 


Val 


Lys 


Ala 


Ser 










165 










170 










175 




Leu 


Ser 


Gly 


Ala 


Ala 


Leu 


Tyr 


Ser 


Thr 


Glu 


Asp 


Leu 


He 


Phe 


Glu 


Lys 








180 










185 










190 






He 


Lys 


Gly 


Gly 


Leu 


Glu 


Phe 


Ala 


Ser 


Cys 


Ser 


Ser 


Leu 


Glu 


Gin 


Gly 






195 










200 










205 








Gly 


Ala 


Cys 


Gly 


Ala 


Gin 


Ser 


He 


Leu 


He 


His 


Asp 


Cys 


Gin 


Gly 


Leu 



1309 





210 










215 










22 0 










Gin 


Val 


Lys 


His 


Cys 


Thr 


Thr 


Ala 


Val 


Asn 


Ala 


Glu 


Gly 


Ser 


Ser 


Ala 


225 










23 0 










235 










240 


Asn 


Asp 


His 


Leu 


Gly 


Phe 


Gly 


Gly 


Gly 


Ala 


Phe 


Phe 


Val 


Thr 


Gly 


Ser 










245 










250 










255 




Leu 


Ser 


Gly 


Glu 


Lys 


Ser 


Leu 


Tyr 


Met 


Pro 


Ala 


Gly 


Asp 


Met 


Val 


Val 








260 










265 










27 0 






Ala 


Asn 


Cys 


Asp 


Gly 


Ala 


He 


Ser 


Phe 


Glu 


Gly 


Asn 


Ser 


Ala 


Asn 


Phe 






275 










280 










285 








Ala 


Asn 


Gly 


Gly 


Ala 


He 


Ala 


Ala 


Ser 


Gly 


Lys 


Val 


Leu 


Phe 


Val 


Ala 




290 










295 










3 00 










Asn 


Asp 


Lys 


Lys 


Thr 


Ser 


Phe 


He 


Glu 


Asn 


Arg 


Ala 


Leu 


Ser 


Gly 


Gly 


305 










310 










315 










3 2 0 


Ala 


He 


Ala 


Ala 


Ser 


Ser 


Asp 


He 


Ala 


Phe 


Gin 


Asn 


Cys 


Ala 


Glu 


Leu 










325 










330 










3 3 5 




Val 


Phe 


Lys 


Gly 


Asn 


Cys 


Ala 


He 


Gly 


Thr 


Glu 


Asp 


Lys 


Gly 


Ser 


Leu 








340 










345 










350 






Gly 


Gly 


Gly 


Ala 


He 


Ser 


Ser 


Leu 


Gly 


Thr 


Val 


Leu 


Leu 


Gin 


Gly 


Asn 






355 










3 60 










3 65 








His 


Gly 


He 


Thr 


Cys 


Asp 


Lys 


Asn 


Glu 


Ser 


Ala 


Ser 


Gin 


Gly 


Gly 


Ala 




370 










375 










3 80 










lie 


Phe 


Gly 


Lys 


Asn 


Cys 


Gin 


He 


Ser 


Asp 


Asn 


Glu 


Gly 


Pro 


Val 


Val 


385 










3 90 










395 










4 0 0 


Phe 


Arg 


Asp 


Ser 


Thr 


Ala 


Cys 


Leu 


Gly 


Gly Gly 


Ala 


He 


Ala 


Ala 


Gin 










405 










410 










415 




Glu 


He 


Val 


Ser 


He 


Gin 


Asn 


Asn 


Gin 


Ala 


Gly 


He 


Ser 


Phe 


Glu 


Gly 








420 










425 










43 0 






Gly 


Lys 


Ala 


Ser 


Phe 


Gly 


Gly 


Gly 


He 


Ala 


Cys 


Gly 


Ser 


Phe 


Ser 


Ser 






435 










440 










445 








Ala 


Gly 


Gly 


Ala 


Ser 


Val 


Leu 


Gly 


Thr 


He 


Asp 


He 


Ser 


Lys 


Asn 


Leu 




450 










455 










460 










Gly 


Ala 


He 


Ser 


Phe 


Ser 


Arg 


Thr 


Leu 


Cys 


Thr 


Thr 


Ser 


Asp 


Leu 


Gly 


465 










470 










475 










480 


Gin 


Met 


Glu 


Tyr 


Gin 


Gly 


Gly 


Gly 


Ala 


Leu 


Phe 


Gly 


Glu 


Asn 


He 


Ser 










485 










490 










4 9 5 




Leu 


Ser 


Glu 


Asn 


Ala 


Gly 


Val 


Leu 


Thr 


Phe 


Lys 


Asp 


Asn 


I le 


Val 


Lys 








500 










505 










510 






Thr 


Phe 


Ala 


Ser 


Asn 


Gly 


Lys 


He 


Leu 


Gly Gly 


Gly 


Ala 


He 


Leu 


Ala 






515 










520 










525 








Thr 


Gly 


Lys 


Val 


Glu 


He 


Thr 


Asn 


Asn 


Ser 


Val 


Glu 


Phe 


Leu 


Leu 


Gin 




530 










535 










540 










Glu 


Met 


Arg 


Xaa 


Ser 


Thr 


Ser 


Ser 


Ser 


Asn 


Ser 


Arg 


Gly 


Val 


Ser 


Phe 


545 










550 










555 










560 


He 


Gin 


Gin 


Lys 


Arg 


Arg 


Ala 


Thr 


Thr 


Leu 


Phe 


Arg 


He 


Phe 


Trp 


Gly 










565 










570 










575 




Arg 


Ser 


Asp 


Phe 


Arg 


Lys 


Arg 


Ser 


Ser 


Tyr 


Ser 


Pro 


Gin 


Arg 


Cys 


Ser 








580 










585 










590 







Ser He 



(2) INFORMATIONS POUR LA SEQ ID NO: 574: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 321 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 



1310 



(viii) POSITION DANS LE GENOME: complement { 5 63 12 1 564 083 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 574: 



Met 


Lys 


Val 


Arg 


Leu 


Gly 


Val 


Asp 


Met 


Met 


Gly 


Gly 


Asp 


His 


Asp 


Pro 


1 








5 










10 










15 




Leu 


Val 


Val 


Trp 


Glu 


Ala 


Leu 


Gly 


Glu 


Val 


Leu 


Leu 


Ser 


Ser 


Thr 


Gly 








2 0 










25 










30 






Glu 


Gin 


Pro 


Val 


Glu 


Phe 


Thr 


Val 


Phe 


Ala 


Thr 


Ser 


Asp 


Val 


His 


His 






35 










40 










45 








Gin 


Leu 


Met 


Asn 


Ser 


Pro 


Leu 


Ser 


Arg 


Ser 


Val 


Arg 


He 


Val 


Thr 


Ala 




50 










55 










60 










Glu 


Asp 


Phe 


Val 


Ser 


Met 


Glu 


Asp 


Ser 


Leu 


Leu 


Ala 


Ala 


Val 


Arg 


Lys 


65 










70 










75 










80 


Lys 


Arg 


Ser 


Ser 


Met 


Ala 


Leu 


Gly 


Leu 


Asp 


Ala 


Leu 


Gin 


Gin 


Gly 


Asp 










85 










90 










95 




Leu 


Asp 


Gly 


Phe 


Val 


Ser 


Ser 


Gly 


Asn 


Thr 


Ala 


Ala 


Leu 


Val 


Thr 


Leu 








100 










105 










110 






Ala 


Arg 


Ser 


Lys 


He 


Pro 


Met 


He 


Pro 


Ala 


Val 


Pro 


Arg 


Pro 


Ala 


Leu 






115 










120 










125 








Leu 


Val 


Ser 


Val 


Pro 


Thr 


Leu 


Ser 


Gly 


Phe 


Ala 


Val 


He 


Leu 


Asp 


Val 




130 










135 










140 










Gly 


Ala 


Thr 


Val 


Ser 


Val 


Asn 


Pro 


Asp 


Glu 


Met 


Val 


Gly 


Phe 


Ala 


Arg 


145 










150 










155 










160 


Met 


Gly 


Leu 


Ala 


Tyr 


Arg 


Gin 


Ser 


Leu 


Ser 


Ser 


Asn 


Ser 


Asn 


Gin 


Pro 










165 










170 










175 




Phe 


Thr 


Leu 


Gly 


Leu 


Leu 


Asn 


He 


Gly 


Ser 


Glu 


Glu 


Arg 


Lys 


Gly 


Thr 








180 










185 










190 






Asp 


Ser 


His 


Lys 


Gin 


Thr 


Phe 


Arg 


Met 


Leu 


Arg 


Asn 


He 


Phe 


Gly 


Ser 






195 










200 










205 








Ala 


Phe 


Leu 


Gly 


Asn 


He 


Glu 


Ser 


Gly 


Asp 


Val 


Phe 


Ser 


Gly 


Lys 


Val 




210 










215 










220 










Asp 


He 


Val 


Val 


Thr 


Asp 


Gly 


Phe 


Thr 


Gly 


Asn 


Val 


Phe 


Leu 


Lys 


Thr 


225 










230 










235 










240 


Ala 


Glu 


Gly 


Leu 


Phe 


Asp 


Phe 


Leu 


Arg 


His 


He 


Leu 


Gly 


Asp 


Arg 


Leu 










245 










250 










255 




Glu 


Lys 


Ser 


He 


Lys 


Met 


Gin 


Phe 


Asp 


Tyr 


Thr 


He 


Tyr 


Pro 


Gly 


Ser 








260 










265 










270 






lie 


He 


Ser 


Gly 


Leu 


Ser 


Arg 


Leu 


Val 


He 


Lys 


Cys 


His 


Gly 


Lys 


Ser 






275 










280 










285 








His 


Gly 


Thr 


Ala 


Leu 


Phe 


Gly 


Gly 


He 


Ser 


Gly 


Ala 


He 


Asp 


Leu 


Ala 




290 










29 5 










300 










Arg 


Ala 


Asn 


Val 


Cys 


Ser 


Arg 


He 


Ala 


Asp 


Arg 


Phe 


Gly 


Asp 


Asn 


Val 


305 










310 










315 










320 



Val 



(2) INFORMATIONS POUR LA SEQ ID NO : 57 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 117 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 
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(viii) POSITION DANS LE GENOME: 563 593 5 63 943 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 57 5: 



Ala. 


Lys 


Pro 


x ± e 


Arg 


A 1 -» 


Lys 


Jr ±. \J 


Thr 


I le 


Ser 


Ser 




Phe 


Thr 


Asp 


1 






5 










10 










15 




Thr 


Val 


Ala 


Pro 


Thr 


Ser 


Lys 


He 


Thr 


Ala 


Asn 


Pro 


GlU 


Arg 


Val 


Gly 








20 










25 










30 






Thr 


Glu 


Thr 


Asn 


Asn 


Ala 


Gly 


Leu 


Gly 


Thr 


Ala 


Gly 


He 


He 


Gly 


He 






35 










40 










45 








Leu 


Glu 


Arg 


Ala 


Ser 


Val 


Thr 


Lys 


Ala 


Ala 


Val 


Phe 


Pro 


Glu 


Glu 


Thr 




50 










55 










60 










Lys 


Pro 


Ser 


Arg 


Ser 


Pro 


Cys 


Cys 


Asn 


Ala 


Ser 


Asn 


Pro 


Arg 


Ala 


He 


65 










70 










75 










80 


Glu 


. As P 


Arg 


Phe 


Leu 


Arg 


Thr 


Ala 


Ala 


Asn 


Lys 


Glu 


Ser 


Ser 


He 


Glu 










85 










90 










95 




Thr 


Lys 


Ser 


Ser 


Ala 


Val 


Thr 


He 


Arg 


Thr 


Glu 


Arg 


Asp 


Ser 


Gly 


Glu 








100 










105 










110 






Phe 


He 


Asn 


Trp 


Trp 

























115 



(2) INFORMATIONS POUR LA SEQ ID NO: 576: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 518 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

{ i i i ) HYPOTHETIQUE : ou i 



(viii) POSITION DANS LE GENOME: 565400 566953 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 57 6: 



Arg 


Ala 


Phe 


Arg 


Asn 


Ala 


Met 


Glu 


Asn 


Asp 


He 


Leu 


Leu 


Asn 


He 


Glu 


1 








5 










10 










15 




Ser 


Lys 


GlU 


He 


Arg 


Tyr 


Ala 


His 


Leu 


Lys 


Asn 


Gly 


Gin 


Leu 


Phe 


Asp 






20 










25 










30 






Leu 


He 


He 


Glu 


Arg 


Lys 


Lys 


He 


Arg 


Gin 


Leu 


Lys 


Gly 


Asn 


He 


Tyr 






35 










40 










45 








Arg 


Gly 


Arg 


Val 


Thr 


Asn 


He 


Leu 


Arg 


Asn 


He 


Gin 


Ser 


Ala 


Phe 


He 




50 










55 










60 










Asn 


He 


Asp 


Glu 


Arg 


Glu 


Asn 


Gly 


Phe 


He 


His 


He 


Ser 


Asp 


Val 


Leu 


65 










70 










75 










80 


Glu 


Asn 


Ser 


Lys 


Lys 


Phe 


Glu 


Gin 


Met 


Phe 


Asp 


He 


Asp 


Ser 


Asp 


Ala 










85 










90 










95 




Asp 


His 


Ala 


Glu 


Pro 


Arg 


Pro 


Glu 


Glu 


Thr 


Ser 


Glu 


Ala 


Pro 


He 


Glu 






100 










105 










110 






Glu 


Leu 


Leu 


Lys 


Leu 


Asp 


Ser 


Pro 


Val 


Leu 


Val 


Gin 


Val 


Val 


Lys 


Glu 






115 










120 










125 








Pro 


He 


Gly 


Thr 


Lys 


Gly 


Ala 


Arg 


Leu 


Thr 


Ser 


Asn 


He 


Ser 


He 


Pro 




130 










135 










140 










Gly 


Arg 


Tyr 


Leu 


Val 


Leu 


Leu 


Pro 


Asn 


Ser 


Pro 


His 


Arg 


Gly 


Val 


Ser 


145 










150 










155 










160 


Arg 


Lys 


He 


Glu 


Asp 


Pro 


Leu 


Met 


Arg 


Asp 


Gin 


Leu 


Lys 


Gin 


Leu 


He 



165 170 175 
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Arg 


Ser 


Phe 


Glu 


Met 


Pro 


Gin 


Asn 


Met 


Gly 


Leu 


He 


Cys 


Arg 


Thr 


Ala 








180 










185 










190 






Ser 


lie 


Ser 


Ala 


Ser 


Thr 


Glu 


Thr 


Leu 


He 


Asn 


Glu 


Ala 


Gin 


Asp 


Leu 






195 










200 










205 








Leu 


Asn 


Thr 


Trp 


Gin 


Ser 


He 


Leu 


Glu 


Lys 


Phe 


Tyr 


Ser 


Pro 


Asp 


His 




210 










215 










220 










Pro 


Ser 


Leu 


Leu 


Tyr 


Glu 


Glu 


Thr 


Asp 


He 


Leu 


Lys 


Lys 


Ala 


Val 


Met 


225 










23 0 










235 










240 


Thr 


Cys 


Val 


Asp 


Lys 


Ser 


Tyr 


Lys 


Arg 


Leu 


Leu 


He 


Asp 


Asp 


Tyr 


Ala 










245 










250 










255 




Thr 


Tyr 


Gin 


Lys 


Cys 


Lys 


Arg 


Leu 


Leu 


Gly 


Lys 


Tyr 


Ser 


Pro 


Asp 


Thr 








260 










265 










270 






Thr 


Val 


Lys 


He 


Glu 


Tyr 


Tyr 


Arg 


Asp 


Ser 


Val 


Pro 


Met 


Phe 


Glu 


Arg 






275 










280 










285 








Phe 


Asn 


He 


Glu 


Lys 


Glu 


He 


Asp 


Arg 


Ala 


Thr 


Lys 


Arg 


Lys 


He 


Trp 




290 










295 










300 










Leu 


Ser 


Ser 


Gly 


Gly 


Tyr 


Leu 


Phe 


Phe 


Asp 


Lys 


Thr 


Glu 


Ala 


Met 


His 


305 










310 










315 










320 


Thr 


lie 


Asp 


Val 


Asn 


Ser 


Gly 


Arg 


Ser 


Thr 


Gin 


Leu 


Glu 


Asn 


Gly 


Val 










325 










330 










335 




Glu 


Glu 


Thr 


Leu 


Val 


Gin 


He 


Asn 


Leu 


Glu 


Ala 


Ala 


Glu 


Glu 


He 


Ala 








340 










345 










350 






Arg 


Gin 


Leu 


Arg 


Leu 


Arg 


Asn 


He 


Gly Gly 


Leu 


Val 


He 


He 


Asp 


Phe 






355 










360 










365 








lie 


Asp 


Met 


Lys 


Ser 


Arg 


Lys 


Asn 


Gin 


Arg 


Arg 


Val 


Leu 


Glu 


Arg 


Leu 




370 










375 










380 










Lys 


Glu 


His 


Met 


Lys 


Tyr 


Asp 


Ala 


Ala 


Arg 


Cys 


Thr 


He 


Leu 


Ser 


Met 


385 










390 










395 










400 


Ser 


Glu 


Phe 


Gly 


Leu 


Val 


Glu 


Met 


Thr 


Arg 


Gin 


Arg 


Asn 


Arg 


Glu 


Ser 










405 










410 










415 




Leu 


Met 


Gin 


Thr 


Leu 


Phe 


Thr 


Thr 


Cys 


Pro 


Tyr 


Cys 


Asn 


Gly 


Asn 


Ala 








420 










425 










430 






lie 


lie 


Lys 


Thr 


Ser 


Glu 


Ser 


He 


Leu 


He 


Glu 


He 


Glu 


Arg 


Asp 


Leu 






43 5 










440 










445 








Lys 


Lys 


He 


He 


Lys 


His 


Lys 


Glu 


His 


Thr 


Asn 


Leu 


Cys 


Leu 


Val 


Val 




450 










455 










460 










His 


Pro 


Glu 


He 


Ala 


His 


Tyr 


Met 


Lys 


Gin 


Glu 


Gin 


Asp 


Asp 


Val 


Glu 


465 










470 










475 










480 


Leu 


He 


Arg 


Leu 


Ala 


Lys 


Gin 


Leu 


Lys 


Ala 


Lys 


Leu 


Gin 


He 


Asn 


Thr 










485 










490 










495 




Ser 


Asp 


Ser 


He 


His 


Leu 


Asn 


His 


Tyr 


Gin 


Phe 


Phe 


Ser 


Leu 


He 


Thr 








500 










505 










510 






Gly 


Glu 


Gly 


He 


Glu 


Leu 























515 



(2) INFORMATIONS POUR LA SEQ ID NO: 577: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 29 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 567 07 9 5 67 9 6 6 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 577: 
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Lys 


lie 


Ser . 


Ala 


Glu 


Lys 


Ala 


Glu 


Ala 


Leu 


Cys 


Ser 


Gin 


Trp 


Leu 


Lys 


1 








5 










1 u 










1 b 




Val 


lie 


He 


Asp 


Asp 


Leu 


Lys 


Asn 


Pro 


lie 


He 


Pne 


Pro 


Pro 


Tyr 


His 








20 




















J U 






Lys 


Lys 


He 


Arg 


Ser 


Pro 


lie 


Asp 


Leu 


Tyr 


Cjin 


Phe 


Gly 


Tin 

l le 


Asp 


Phe 






35 










4 0 










4 b 








Phe 


Ser 


Ala 


Leu 


lie 


Asp 


His 


Gin 


Lys 


Ser 


Cjrin 


lie 


Leu 


T_T -t 
HIS 


Pro 


VjIU 




50 










55 










60 










Arg 


Leu 


Asp 


Gin 


He 


Gin 


Glu 


Tyr 


He 


Gin 


Ala 


Gly 


His 


Asn 


Val 


Val 


65 










7 0 










7 5 










8 0 


Leu 


Leu 


Ala 


Asn 


His 


Gin 


Thr 


Glu 


Ser 


Asp 


Pro 


Gin 


Leu 


Met 


Tyr 


Cys 










85 










90 










95 




Leu 


Leu 


Gly 


Ala 


Ser 


His 


Pro 


Gin 


Leu 


Met 


Glu 


Ser 


Met 


I le 


Pne 


Val 








100 










105 










110 






Ala 


Gly 


Asp 


Arg 


He 


Thr 


Ser 


Asp 


Pro 


Leu 


Ala 


Arg 


Pro 


Phe 


Ser 


Met 






115 










120 










125 








Gly 


Cys 


Asp 


Leu 


Leu 


Cys 


He 


Tyr 


Ser 


Lys 


Arg 


His 


He 


Asn 


His 


Pro 




130 










13 5 










140 










Pro 


Glu 


Leu 


Lys 


Glu 


Glu 


Lys 


Leu 


Met 


His 


Asn 


Gin 


Lys 


Ser 


Met 


Arg 


145 










150 










155 










160 


Thr 


Leu 


Lys 


Met 


Leu 


Leu 


Ser 


Glu 


Gly 


Gly 


Lys 


Phe 


Phe 


Tyr 


Val 


Ala 










165 










170 










175 




Pro 


Ser 


Gly 


Gly 


Arg 


Asp 


Arg 


Lys 


Asn 


Leu 


Gin 


Gly 


Glu 


Leu 


Tyr 


Pro 








180 










185 










19 0 






Ala 


Glu 


Phe 


His 


Pro 


Asp 


Ser 


Val 


Glu 


Met 


Phe 


Arg 


Leu 


Leu 


7> "l _ 

Aia 


Lys 






195 










200 










"» r\ c 








Ser 


Ser 


Cj j.y 


Lys 


inr 


i nr 


Hie 


trx lti 


pin o 


T3 v- /-n 


T .01 1 
JjcU 


AT a 

r\ J. ct 


Mnt- 
171 


T .\/c; 
l—i _y o 


± in. 


xy l 




210 










215 










220 










Asp 


He 


Leu 


Pro 


Pro 


Pro 


Pro 


Thr 


He 


Glu 


GlU 


Ala 


He 


Gly 


Glu 


His 


225 










230 










235 










240 


Arg 


Val 


He 


Ser 


Phe 


Ala 


Pro 


Val 


Ala 


Phe 


Asn 


Phe 


Gly 


Asp 


Glu 


Leu 








245 










250 










255 




Leu 


Leu 


Asp 


Glu 


Leu 


Cys 


Ser 


Ser 


Glu 


Glu 


Ala 


Asp 


He 


Tyr 


Asp 


Lys 








260 










265 










270 






His 


Ala 


Leu 


Arg 


Ala 


Leu 


Arg 


Ala 


Ser 


Arg 


Ala 


Phe 


Ser. 


He 


Val 


Thr 






275 










280 










285 








Asp 


Leu 


Tyr 


Lys 


Glu 


He 


Leu 


Thr 



















290 295 



(2) INFORMATIONS POUR LA SEQ ID NO : 57 8: 

(i) CARACTERI STIQUES DE X.A SEQUENCE: 

(A) LONGUEUR: 7 69 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 568093 .. 57 03 9 9 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 57 8: 

Leu Leu Leu Cys He Pro Ser Phe Leu Thr Ala Cys Ser Lys Ser Phe 
15 10 15 

Gin Thr He Arg Asp Glu Asn Pro Leu Thr He Leu Thr Pro Ala Leu 
20 25 30 
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Ala Asp Gin Lys lie Ala Lys lie Leu Cys Pro Asn Gly Leu Ser Leu 

35 40 45 

Met lie Val Ser Ser Pro His Ala Ala Glu Ser Gly Ala Ala Leu Val 

50 55 60 

Val Lys Thr Gly Asn Asn Ala Asp Pro Val Glu Phe Pro Gly Leu Ala 
65 . 70 75 80 

His Phe Thr Glu His Cys Val Phe Leu Gly Asn Glu Lys Tyr Pro Glu 

85 90 95 

Pro Ser Gly Phe Pro Ala Phe Leu Ser Thr His Gly Gly lie Tyr Asn 

100 105 110 

Ala Phe Thr Tyr Pro Asp. Lys Thr Cys Phe Leu Phe Ser Val Asn Asn 

115 120 125 

Ala Asp Leu Asp Asn Ala Leu Asp Gin Phe Val His Leu Phe lie Gin 

130 135 140 

Pro Leu Phe Arg Gin Glu Asp Leu Asn Lys Glu Val His Ala Val Glu 
145 150 155 160 

Gin Glu Phe Ala Met His Pro Thr Lys Asp Ser Arg Arg Met His Arg 

165 170 175 

lie Gin Gin Leu lie Ala Pro Lys Asn His Pro Leu Lys Arg Phe Gly 

180 185 190 

Cys Gly Asn Leu Ser Thr Leu Asn Ser Val Thr Thr Gin Asp Met Gin 

195 200 205 

Thr Trp Phe Ala Thr His Tyr Ser Pro Glu Asn Met Ala Ala lie Val 

210 215 220 

Tyr Thr Thr Ala Pro Leu Asp Thr Ala Val Pro Tyr lie Ala Ser Leu 
225 230 235 240 

Phe Ser Glu lie Pro lie Ser Ala Gin Tyr Thr Pro Gin Lys Pro Phe 

245 250 - 255 

Pro Lys Thr Gin Asp Thr Thr Ala Leu Asn Lys Leu Phe lie Asn Lys 

260 265. 270 

Ala Val Glu Pro Ser Pro Gin Leu Ala lie Tyr Trp His Phe Tyr Asp 

275 280 285 

Ala Pro Gin Ser Leu Gin Gly Trp Ala Gin Ser Leu lie Ser lie Leu 

290 295 300 

Ser Ser Glu Lys Glu Asn Ser Leu Val Ala Leu Leu Lys Lys Glu Gin 
305 310 315 320 

Leu lie Thr Glu Met Glu Ala Glu Leu Tyr Ser Thr Ser His Asn Thr 

325 330 335 

Gin Asp Phe Glu lie Leu Tyr Lys Leu Thr Asn Lys Gly Glu Arg Glu 

340 345 350 

Tyr Gin Arg Val Leu Gin Leu Thr Phe Ala Phe Leu Asp Tyr Val Arg 

355 360 365 

His Glu Arg Leu Pro Ala Tyr Ser Leu Pro Glu lie Gin Lys lie Asn 

370 3_75 380 

Ser Leu Glu Tyr Thr Tyr Ser Thr Gin Thr Glu Leu Phe Ser Thr Leu 
385 390 395 400 

Ser Arg Met Val Pro Asn Phe Thr Ser Glu Pro Leu Ala Thr Tyr Pro 

405 410 415 

Tyr Arg Ser Leu Val Tyr Pro Glu Tyr Ser Gin Glu Asp Glu Gin Thr 

420 425 430 

Phe Ala Thr Phe Leu Ala Asp Pro Gin Gin Ala Arg Tyr lie Leu Ser 

435 440 445 

Ala Thr Leu Pro Ser Ser Trp Glu Asn Ala Asp Glu Phe Tyr Asp Pro 

450 455 460 

He Phe Asp Asp Thr Phe Tyr Glu Lys Pro Leu Asp Phe Thr Pro He 
465 470 475 480 

Gin Asp Ser Ser Ser Leu Gly Phe Ala Phe Pro Asn Pro Asn Lys Phe 

485 490 495 

He Pro Gin Thr Val Gin Leu Leu Ser Gin Lys Lys Gin His Glu Gly 
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500 505 510 

Phe Ala Phe Ser Pro Gin Leu Thr Tyr Asp Gin Asn Ala lie Thr Leu 

515 520 525 

Tyr Thr Cys Glu Asp Ser Phe Tyr Thr lie Pro Lys lie Ala Met Glu 

530 535 540 

Leu Arg lie Arg Ser Pro Gin lie Gin Arg Thr Asp Val Arg Ser Leu 
545 550 555 560 

Val Leu Arg Asp Leu Tyr Ser Leu Leu Ala Asn Glu Thr Leu lie Lys 

565 570 575 

Arg Tyr Asp Asp Ala Leu Lys Ala Gly Met Thr Phe Ala Val Ser Pro 

580 585 590 

Gly Ala Thr Gly Val Asp Leu Ser Leu Leu Gly Tyr Thr Glu Thr Ser 

595 600 605 

Pro Val Leu lie Asn Ala Leu Leu Ser Ser Leu Arg Asp Leu Pro Val 

610 615 620 

Glu Glu Ser Leu Phe Leu Tyr Tyr Lys Asp Gin Leu Ser Glu Gin Tyr 
625 630 635 640 

Gin Lys Asn Leu lie Ala Cys Pro lie Arg Ala Gly Leu Asn Lys Leu 

645 650 655 

Tyr Ser Gin He Leu Val Asp Thr Val Ser Leu Glu Xaa Lys Leu Asn 

660 665 670 

Thr Leu Asn Thr Leu Ser Tyr Glu Glu Phe Ala Asn Phe Thr Asn Lys 

675 680 685 

Leu Leu Gin Glu Leu Ala Val Glu Ser Leu Ala Leu Gly Thr Leu Ser 

690 695 700 

Ala Gin Asp Leu Ser Asn Leu Leu Ser Thr Leu Ser Asn Phe Ala Glu 
705 710 715 720 

Ala Ser Ser Pro Tyr Ala Ala Pro Ser Tyr Leu Ser Ser Lys Lys Thr 

725 730 735 

Ser Leu Phe Tyr Lys Ala Phe Val Pro He Ser Ser Leu Trp Lys Leu 

740 745 750 

Val Cys Cys Cys Ser Asn Lys Thr Lys He Pro He Asn He Arg Thr 
755 760 765 

Leu 



(2) INFORMATIONS POUR LA SEQ ID NO : 57 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 51 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 57 12 69 572 02 1 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 579: 



Thr 


Gly 


Leu 


Arg 


Ser 


Leu 


Gly 


Asp 


Ser 


Ala 


He 


Leu 


Ser 


He 


Phe 


He 


1 








5 










10 










15 




Tyr 


Arg 


Ser 


Tyr 


Arg 


He 


Thr 


Met 


Ala 


Tyr 


Phe 


Asp 


Ser 


Arg 


Asn 


Tyr 








20 










25 










30 






Val 


Phe 


Ser 


Leu 


Phe 


He 


He 


Ala 


Met 


Leu 


He 


Leu 


Leu 


Glu 


Ser 


Arg 






35 










40 










45 








Pro 


He 


Glu 


Tyr 


Phe 


Ser 


Gin 


Arg 


Val 


Phe 


Ala 


Thr 


He 


Ala 


Lys 


He 



50 55 60 
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Gly Lys Gin Ser 
65 

Pro Leu Ser Ala 

Ala Thr Leu Leu 
100 

Phe Cys Tyr Ala 
115 

Gly Leu Thr Ser 
130 

Glu lie Lys Trp 
145 

Val He Leu Ala 

Arg Lys Glu Phe 
180 

Met Asn Asp Arg 
195 

Val Gly Cys Val 
210 

Leu Phe He Phe 
225 

His Pro He Gin 



Pro He Cys Trp 
70 

Phe Phe Leu Lys 
85 

Ser Lys Gin Phe 

Thr Met Gly Leu 
120 

Ser Phe Ser Ser 
135 

Thr Asn Ser Phe 
150 

He Leu Val Ser 
165 

Lys Lys Phe Pro 

Leu Pro Ser Trp 
200 

He Leu Ser Arg 
215 

Tyr Leu Gly Phe 
230 

Asn Ser Lys Ser 
245 



Trp Trp Thr He 
75 

Glu Ser Gly Ala 
90 

Tyr Lys Phe Ser 
105 

Leu Phe Ser Asn 

Arg Ala Leu Leu 
140 

He He Ser His 
155 

Thr Thr He Leu 
170 

Lys Thr He Pro 
185 

He He Phe He 

Ala He Pro Leu 
220 

Gin Arg Phe Thr 
235 

Ser Val Ser 
250 



Met He Ala Ala 
80 

Met He He Ala 
95 

Pro Ser Pro Lys 
110 

He Ser He Ser 
125 

Thr He Leu Pro 

Phe Cys Trp Lys 
160 

Phe Cys Leu Phe 
175 

Ser Thr Thr Met 
190 

His Val Val Leu 
205 

Phe Leu Gly Phe 

He Phe Tyr Gin 
240 



(2) INFORMATIONS POUR LA SEQ ID NO: 580: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 79 ac ides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 57251 9 5727 55 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 58 0: 

Gly Tyr Asn Ser Ala Gly Phe He Arg Ser Trp Asn Met Gin His Thr 

15 10 15 

He Met Leu Ser Leu Glu Asn Asp Asn Asp Lys Leu Ala Ser Met Met 

20 _ 25 30 

Asp Arg Val Val Ala Ala Ser Ser Ser He Leu Ser Ala Ser Lys Asp 

35 40 45 

Ser Glu Ser Asn Arg Gin Phe Thr He Ser Lys Ala Pro Asp Lys Glu 

50 55 60 

Ala Pro Cys Arg Val Ser Tyr Val Ala Ala Ser Ala Leu Ser Glu 
65 70 75 



(2) INFORMATIONS POUR LA SEQ ID NO : 581: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 63 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement { 57273 1 .. 573519 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 581: 



Asn 


Ser 


His 


Thr 


Leu 


Ser 


Ser 


Asp 


Thr 


Phe 


Gly Asp 


Gin 


Leu 


Ser 


Leu 


1 








5 










10 










15 




Ser 


He 


Ser 


Ser 


Arg 


Asp 


Ser 


Leu 


Gin 


Val 


He 


Asn 


Ala 


Cys 


His 


Leu 








20 










2 5 










30 






Glu 


Thr 


Pro 


Ser 


Asn 


Ser 


He 


Trp 


Lys 


Ser 


Val 


Ala 


Leu 


Phe 


Arg 


Arg 






35 










40 










45 








Tyr 


Thr 


Gly 


He 


Thr 


Thr 


Pro 


Val 


Ser 


Trp 


Arg 


Val 


Val 


Lys 


Gin 


He 




50 










55 










60 










Pro 


Val 


Gly 


Ala 


Gly 


Leu 


Ala 


Gly 


Gly 


Ser 


Ser 


Asn 


Ala 


Ala 


Thr 


Ala 


65 










70 










75 










80 


Leu 


Phe 


Ala 


Leu 


Asn 


Gin 


He 


Phe 


Lys 


Thr 


Gly 


Leu 


Ser 


Asp 


Glu 


Glu 










85 










90 










95 




Met 


Arg 


Ser 


Leu 


Ala 


Glu 


Gin 


He 


Gly 


Met 


Asp 


Thr 


Pro 


Phe 


Phe 


Phe 








100 










105 










110 






Ser 


Thr 


Gly 


Ala 


Ala 


Leu 


Gly 


Val 


Ala 


Arg 


Gly Glu 


Lys 


He 


He 


Ala 






115 










120 










125 








Leu 


Glu 


Glu 


Ser 


Val 


Ser 


Asp 


Arg 


Tyr 


Val 


Leu 


Tyr 


Phe 


Ser 


Ser 


Glu 




130 










135 










140 










Gly 


Val 


Leu 


Thr 


Ser 


Arg 


Ala 


Phe 


Ala 


Val 


Val 


Gin 


Pro 


Ser 


Asp 


Cys 


145 










150 










155 










160 


Ser 


Ser 


Arg 


Lys 


Asn 


Leu 


Glu 


Tyr 


Thr 


Gin 


Asn 


Asp 


Leu 


Glu 


Lys 


Pro 










165 










170 










175 




Val 


Phe 


Arg 


Leu 


Arg 


Leu 


Asp 


Leu 


Lys 


Glu 


Lys 


Lys 


His 


Trp 


Leu 


Glu 








180 










185 










190 






Ser 


Leu 


Trp 


Ala 


Glu 


Leu 


Pro 


Val 


His 


He 


Gly 


Leu 


Thr 


Gly 


Ser 


Gly 






195 










200 










205 








Ala 


Thr 


Leu 


Phe 


Val 


Arg 


Tyr 


Pro 


GlU 


He 


Leu 


Glu 


Glu 


Asp 


Pro 


Ser 




210 










215 










220 










Tyr 


Ala 


Ala 


Gin 


He 


Gin 


Arg 


Ala 


Val 


Thr 


Leu 


Ser 


Gly 


Gly 


Leu 


Leu 


225 










230 










235 










240 


Thr 


Ser 


Pro 


He 


Arg 


Arg 


Asp 


Pro 


Thr 


Ala 


Trp 


Tyr 


Ser 


He 


Tyr 


Ser 










245 










250 










255 




Glu 


Ser 


Ala 


Leu 


Ala 


Ala 


Thr 





















260 



(2) INFORMATIONS POUR LA SEQ ID NO: 582: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 183 acides amines 

(E) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 57287 9 573 427 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 582: 

Arg Thr Asn Lys Val Ala Pro Asp Pro Val Ser Pro He Cys Thr Gly 
15 10 15 
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Ser 


Ser 


Ala 


His 


Arg 


Leu 


Ser 


Ser 


Gin 


Cys 


Phe 


Phe 


Ser 


Phe 


Lys 


Ser 








20 










25 










30 






Lys 


Arg 


Asn 


Arg 


Lys 


Thr 


Gly 


Phe 


Ser 


Lys 


Ser 


Phe 


Cys 


Val 


Tyr 


Ser 






35 










40 










45 








Lys 


Phe 


Phe 


Leu 


Glu 


Glu 


Gin 


Ser 


Glu 


Gly 


Cys 


Thr 


Thr 


Ala 


Lys 


Ala 




50 










55 










60 










Arg 


Leu 


Val 


Arg 


Thr 


Pro 


Ser 


Leu 


Glu 


Lys 


Tyr 


Lys 


Thr 


Tyr 


Leu 


Ser 


65 










70 










75 










80 


Glu 


Thr 


Leu 


Ser 


Ser 


Arg 


Ala 


He 


He 


Phe 


Ser 


Pro 


Arg 


Ala 


Thr 


Pro 










85 










90 










95 




Lys 


Ala 


Ala 


Pro 


Val 


Glu 


Lys 


Lys 


Lys 


Gly 


Val 


Ser 


Met 


Pro 


He 


Cys 








100 










105 










110 






Ser 


Ala 


Lys 


Glu 


Arg 


He 


Ser 


Ser 


Ser 


Asp 


Ser 


Pro 


Val 


Leu 


Lys 


He 






115 










120 










125 








Trp 


Phe 


Lys 


Ala 


Asn 


Asn 


Ala 


Val 


Ala 


Ala 


Leu 


Leu 


Leu 


Pro 


Pro 


Ala 




130 










135 










140 










Arg 


Pro 


Ala 


Pro 


Thr 


Gly 


He 


Cys 


Leu 


Thr 


Thr 


Arg 


Gin 


Leu 


Thr 


Gly 


145 










150 










155 










160 


Val 


Val 


Met 


Pro 


Val 


Tyr 


Arg 


Arg 


Lys 


Ser 


Ala 


Thr 


Leu 


Phe 


His 


He 










165 










170 










175 




Glu 


Leu 


Leu 


Gly 


Val 


Ser 


Arg 





















180 



(2) INFORMATIONS POUR LA SEQ ID NO: 583: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 77 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 57 3 6 60 .. 573 8 9 0 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 583: 



Met 


Tyr 


Gly 


Ser 


Val 


Thr 


Val 


Asn 


Asp 


Met 


He 


Ser 


Ala 


Ala 


Glu 


Gin 


1 








5 










10 










15 




Gin 


Gly 


Val 


Val 


Leu 


Thr 


Arg 


Lys 


Asn 


Phe 


Pro 


Arg 


Ser 


His 


Ser 


Gly 








20 










25 










30 






He 


Lys 


Asn 


Leu 


Gly 


Arg 


His 


Val 


Val 


Gly 


Leu 


Lys 


Leu 


Lys 


Glu 


Gly 






35 










40 










45 








Val 


Thr 


Ala 


Asp 


Leu 


His 


Leu 


Glu 


Val 


Arg 


Ala 


Asp 


His 


Glu 


He 


He 




50 










55 










60 










Glu 


Gin 


Lys 


Glu 


Leu 


Gin 


Ser 


Ala 


Glu 


Glu 


Gin 


Glu 


Gly 









65 70 75 



(2) INFORMATIONS POUR LA SEQ ID NO: 584: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 81 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME : complement ( 574184 .. 57442 6 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 584: 

Met Asn Arg Pro Val His Asn Glu His Arg Arg Lys Arg Phe Ala Lys 

15 10 15 

Lys Cys Pro Phe Val Ser Ala Gly Trp Lys Thr lie Asp Tyr Lys Asp 

20 25 30 

Val Thr Thr Leu Lys Arg Phe lie Thr Glu Arg Gly Lys lie Leu Pro 

35 40 45 

Arg Arg lie Thr Gly Val Ser Ser Arg Phe Gin Ala Leu Leu Ala Gin 

50 55 60 

Ala Val Lys Arg Ala Arg His Val Gly Leu Leu Pro Phe Val Gly Glu 
65 70 75 80 

Asp 



(2) INFORMATIONS POUR LA SEQ ID NO: 585: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 112 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 57444 6 57478 1 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 585: 



Met 


Gin 


Lys 


Lys 


Thr 


Gly 


Gin 


Leu 


Tyr 


Glu 


Gly 


Ala 


Tyr 


Val 


Phe 


Ser 


1 








5 










10 










15 




Val 


Thr 


Leu 


Ser 
20 


Glu 


Asp 


Ala 


Arg 


Arg 
25 


Lys 


Ala 


Leu 


Glu 


Lys 
30 


Val 


Thr 


Ser 


Gly 


lie 
35 


Thr 


Asn 


Tyr 


Gly 


Gly 
40 


Glu 


Val 


Leu 


Lys 


He 
45 


His 


Asp 


Gin 


Gly 


Arg 
50 


Lys 


Lys 


Leu 


Ala 


Tyr 
55 


Thr 


He 


Arg 


Gly 


Ala 
60 


Arg 


Glu 


Gly 


Tyr 


Tyr 


Tyr 


Phe 


He 


Tyr 


Phe 


Thr 


Val 


Ala 


Pro 


Glu 


Ala 


He 


Ala 


Glu 


Leu 


65 










70 










75. 










80 


Trp 


Arg 


Glu 


Tyr 


His 
85 


Leu 


Asn 


Glu 


Asp 


Leu 
90 


Leu 


Arg 


Phe 


Met 


Thr 
95 


Leu 


Lys 


Ala 


Ser 


Ala 
100 


Val 


Lys 


Glu 


Val 


Leu 
105 


Glu 


Phe 


Ala 


Thr 


Leu 
110 


Pro 


Glu 



(2) INFORMATIONS POUR LA SEQ ID NO : 586: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 107 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: complement ( 574923 .. 57 5243 ) 
(XI) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 586: 



Seir 


Cy s 


T ,D1 1 




P\7C 


C 1 Tk 
\j XIX 


pin 


U a 1 

Vdl 


-fne 


Arg 


Cys 


Pne 


His 


Gly 


Arg 


Tyr 


1 








5 










10 










15 




Ser 


Cys 


Cys 


Ser 


Arg 


Arg 


His 


His 


Arg 


Glu 


Phe 


Gly 


Phe 


Val 


Arg 


Phe 








20 










25 










30 




Arg 


Gin 


Asp 
35 


Cys 


Gly 


Ser 


Gly 


Gly 
40 


His 


Asn 


Gly 


He 


Lys 
45 


Asn 


Thr 


Thr 


Gin 


He 


Leu 


Gin 


Ser 


Asn 


His 


Tyr 


Trp 


Gin 


Leu 


Arg 


Leu 


Gly 


Val 


Gly 




50 










55 










60 








Arg 


Pro 


Ser 


Tyr 


Pro 


Gly 


Ala 


Glu 


Gly 


Val 


Ala 


Asp 


Tyr 


Val 


Leu 


Ser 


65 










70 










75 










80 


Ser 


Phe 


Ser 


Leu 


Asn 


Glu 


Lys 


Glu 


Lys 


Leu 


Asn 


Asp 


Phe 


Leu 


Glu 


Lys 










85 










90 










95 


Gly 


He 


Glu 


Glu 
100 


He 


Leu 


Pro 


Trp 


Leu 
105 


Gly 


Cys 













(2) INFORMATIONS POUR LA SEQ ID NO: 587: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 134 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 57 5057 57 54 58 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 587: 



Met 


Val 


Lys 


Leu 


Val 


Val 


Gly 


He 


Gly Asn 


Pro 


Gly 


Arg 


Gin 


Tyr 


Val 


1 








5 










10 










15 




Trp 


Thr 


Arg 


His 
20 


Asn 


He 


Gly 


Phe 


Leu 
25 


Leu 


Leu 


Asp 


Ser 


Leu 
30 


Ala 


Ser 


Arg 


Phe 


Leu 
35 


Gly 


Ala 


Phe 


Arg 


Glu 
40 


Ala 


Pro 


Arg 


Leu 


Tyr 
45 


Ala 


Ser 


Phe 


Ala 


Lys 


Val 


Glu 


He 


Ser 


Ser 


Glu 


Ala 


Val 


Val 


Leu 


Met 


Lys 


Pro 


Thr 




50 










55 










60 








Thr 


Tyr 


Val 


Asn 


Leu 


Thr 


Gly 


Lys 


Ala 


Val 


Leu 


Ala 


Ala 


Lys 


Lys 


Phe 


65 










70 










75 






80 


Phe 


Asp 


Val 


Ser 


Met 


Glu 


Asp 


He 


Leu 


Val 


Val 


Ala 


Asp 


Asp 


He 


He 










85 










90 








95 




Gly 


Asn 


Ser 


Val 


Leu 


Cys 


Val 


Phe 


Gly 


Lys 


He 


Val 


Ala 


Leu 


Val 


Gly 








100 










105 










110 




Thr 


Met 


Glu 
115 


Leu 


Arg 


He 


Pro 


Arg 
120 


Arg 


Phe 


Cys 


Asn 


Pro 
125 


He 


He 


He 


Gly 


Asn 
130 


Tyr 


Val 


Leu 


Gly 























(2) INFORMATIONS POUR LA SEQ ID NO: 588: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 127 acides amines 

(B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 575469 575849 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 588: 



Leu 


Leu 


Leu 


Cys 


Ser 


Arg 


Phe 


Leu 


Asn 


Glu 


Gly 


Arg 


Glu 


He 


Lys 


Ala 


1 








5 










10 










15 




Leu 


Val 


Lys 


Asp 


He 


Gin 


Tyr 


His 


Val 


Thr 


Thr 


Tyr 


Asp 


Val 


He 


His 








20 










25 










30 






Leu 


Asp 


Phe 


Glu 


Glu 


Leu 


Val 


Asp 


Gly 


Arg 


Asp 


Val 


Arg 


Leu 


Asn 


Val 






35 










40 










45 








Pro 


He 


Arg 


Cys 


He 


Asn 


Thr 


Val 


Asp 


Cys 


Val 


Gly 


Val 


Lys 


Leu 


Gly 




50 










55 










60 










Gly 


Ser 


Leu 


Arg 


Gin 


Val 


He 


Arg 


Cys 


He 


Arg 


Val 


Val 


Cys 


Lys 


Pro 


65 










70 










75 










80 


Lys 


Asp 


He 


Val 


Pro 


Phe 


Leu 


Glu 


Leu 


Asp 


Val 


Gin 


Ser 


Leu 


Gly 


Leu 










85 










90 










95 




Ser 


Gin 


Thr 


Leu 


Lys 


Leu 


Ser 


Asp 


He 


Cys 


He 


Pro 


Glu 


Gly 


He 


Arg 








100 










105 










110 






Pro 


Val 


Thr 


Ser 


Leu 


Lys 


Glu 


Val 


Ala 


Val 


Thr 


Val 


Ala 


Arg 


Arg 








115 










120 










125 









(2) INFORMATIONS POUR LA SEQ ID NO : 58 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 474 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: Lineaire 



(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 57 6602 57 8 023 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 589: 



Met 


Lys 


He 


He 


His 


Thr 


Ala 


He 


Glu 


Phe 


Ala 


Pro 


Val 


He 


Lys 


Ala 


1 








5 










10 










15 




Gly 


Gly 


Leu 


Gly 
20 


Asp 


Ala 


Leu 


Tyr 


Gly 
25 


Leu 


Ala 


Lys 


Ala 


Leu 
30 


Ala 


Ala 


Asn 


His 


Thr 
35 


Thr 


Glu 


Val 


Val 


He 
40 


Pro 


Leu 


Tyr 


Pro 


Lys 
45 


Leu 


Phe 


Thr 


Leu 


Pro 
50 


Lys 


Glu 


Gin 


Asp 


Leu 
55 


Cys 


Ser 


He 


Gin 


Lys 
60 


Leu 


Ser 


Tyr 


Phe 


Phe 


Ala 


Gly 


Glu 


Gin 


Glu 


Ala 


Thr 


Ala 


Phe 


Ser 


Tyr 


Phe 


Tyr 


Glu 


Gly 


65 










70 










75 










80 


He 


Lys 


Val 


Thr 


Leu 
85 


Phe 


Lys 


Leu 


Asp 


Thr 
90 


Gin 


Pro 


Glu 


Leu 


Phe 
95 


Glu 


Asn 


Ala 


Glu 


Thr 
100 


He 


Tyr 


Thr 


Ser 


Asp 
105 


Asp 


Ala 


Phe 


Arg 


Phe 
110 


Cys 


Ala 


Phe 


Ser 


Ala 
115 


Ala 


Ala 


Ala 


Ser 


Tyr 
120 


He 


Gin 


Lys 


Glu 


Gly 
125 


Ala 


Asn 


He 


Val 


His 
130 


Leu 


His 


Asp 


Trp 


His 
135 


Thr 


Gly 


Leu 


Val 


Ala 
140 


Gly 


Leu 


Leu 


Lys 
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Gin Gin Pro Cys 
145 

Phe Gly Tyr Arg 

Leu Asn Glu Phe 
180 

Thr Cys Val Leu 
195 

Thr Val Ser Pro 
210 

Tyr Glu lie His 
225 

lie Leu Asn Gly 

Asn Leu Ala Lys 
260 

Phe Phe Glu Ala 
275 

Gly Leu Ser Leu 
290 

Ala Glu Gin Lys 
305 

Leu Glu Asn Ala 

Gin Leu His Glu 
340 

Pro Asn Val Arg 
355 

lie Phe Ala Ala 
370 

Cys Gly Leu Thr 
385 

Val Arg Ala Thr 

Gly Phe Ser Phe 
420 

Leu Leu Glu Ala 
435 

His lie Val Arg 
450 

Ala Asn Lys Tyr 
465 



Ser Gin Leu Gin 
150 

Gly Tyr Thr Thr 
165 

Tyr lie Ser Gin 

Leu Lys Gly Ala 
200 

Thr Tyr Ala Lys 
215 

Asp Ala lie Thr 
230 

lie Asp Thr Thr 
245 

Asn Tyr Thr Lys 

Lys Ala Glu Asn 
280 

Glu His Ser Pro 
295 

Gly Pro His Phe 
310 

Tyr Thr Leu He 
325 

Glu Phe Ala Asn 

He Leu Leu Thr 
360 

Ala Asp Met He 
375 

Gin Met He Gly 
390 

Gly Gly Leu Ala 
405 

Phe Asn Pro His 

Val Thr Thr Tyr 
440 

Ala Cys Leu Asn 
455 

Leu Glu He Tyr 
470 



Lys He Val Leu 
155 

Arg Glu He Leu 
170 

Tyr Gin Leu Phe 
185 

Leu Tyr Cys Ser 

Glu He Leu Glu 
220 

Ala Arg Gin His 
235 

He Trp Gly Pro 
250 

Glu Leu Phe Glu 
265 

Lys Lys Ala Leu 

Cys Val Cys He 
300 

Met Lys Gin Ala 
315 

He He Gly Thr 
330 

Leu Gin Glu Ser 
345 

Tyr Ser Asp Val 

Cys He Pro Ser 
380 

Met Arg Tyr Gly 
395 

Asp Thr Val Ala 
410 

Asp Phe Tyr Glu 
425 

Arg Thr Asn His 

Phe Ser Ser Asp 
460 

Lys Gin 



Thr Leu His Asn 
160 

Glu Ala Ser Ser 
175 

Arg Asp Pro Gin 
190 

Asp Phe Val Thr 
205 

Asp Tyr Ser Asp 

His Leu Arg Gly 
240 

Glu Thr Asp Pro 
255 

Thr Pro Ser He 
270 

Tyr Glu Arg Leu 
285 

He Ser Arg He 

He Leu His Ala 
320 

Cys Tyr Gly Asn 
335 

Leu Ala Asn Ser 
350 

Leu Ala Arg Gin 
365 

Met Phe Glu Pro 

Thr Val Pro Leu 
400 

Asn Gly He Asn 
415 

Phe Arg Asn Met 
430 

Asp Lys Trp Gin 
445 

Leu Glu Thr Ala 



(2) INFORMATIONS POUR LA SEQ ID NO: 590: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 208 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement < 57 8 017 57 8 64 0 ) 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 59 0: 

Met Arg Val Ser Leu Pro Asn Phe Leu Thr Val Phe Arg Leu Phe He 
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1 

Thr Pro lie Phe 
20 

Ser Ala Ala Phe 
35 

Glu lie Thr Asp 
50 

Val Thr Asp Leu 
65 

Arg lie Ser Leu 

Leu lie Leu Val 
100 

Leu Arg Thr Leu 
115 

Ser Gly Lys Leu 
130 

lie Phe Ser Met 
145 

Leu Glu Phe Phe 

lie Cys Ser Gly 
180 

Gin Lys Asn Asp 
195 



5 

Met lie Leu Tyr 

Leu Pro Tyr Val 
40 

Ala Val Asp Gly 
55 

Gly Lys Leu Leu 
70 

Tyr Leu Thr Phe 
85 

Phe lie Phe Leu 

Cys Ala Ser Arg 
120 

Lys Ala lie Leu 
135 

Phe Leu Cys Ala 
150 

Ser Thr Val lie 
165 

Val Glu Tyr lie 

Ser Arg Met Ala 
200 



10 

Leu Lys Gly Arg 
25 

Leu Leu Phe Leu 

Tyr lie Ala Arg 
60 

Asp Pro Met Ala 
75 

Thr Gin Pro Pro 
90 

Ala Arg Asp Ser 
105 

Gly Gin Val Leu 

Gin Ala lie Ser 
140 

Lys Gly lie He 
155 

Val Ser Leu Val 
170 

Trp Val Asn Lys 
185 

Ser His Arg Glu 



15 

Trp Phe Gly Leu 
30 

Leu He He Thr 
45 

Lys Phe Ser Gin 

Asp Ser Val Tyr 
80 

Val Asn Leu Pro 
95 

Val He Ser Thr 
110 

Ala Ala Arg Met 
125 

Phe Phe Phe He 

Ser Thr Asp Asp 
160 

Ala Phe Tyr Ser 
175 

Ser His Leu Leu 
190 

Val Tyr Cys Leu 
205 



(2) INFORMATIONS POUR LA SEQ ID NO : 591: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 1003 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : qui 



(viii) POSITION DANS LE GENOME: 57 9 09 6 .. 582 104 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 591: 

Met Ser Ser Gin Pro Leu Thr Leu Gin Ala Met Met Ala Ala He Leu 

15 10 15 

Asn Phe Trp Ser Glu Gin Gly Cys He He His Gin Gly Tyr Asp Leu 

20 25 30 

Glu Val Gly Ala Gly Thr Phe Asn Pro Ala Thr Phe Leu Gin Ser Leu 

35 40 45 

Gly Pro Glu Pro Phe Arg Thr Ala Tyr He Glu Pro Ser Arg Arg Pro 

50 55 60 

Gin Asp Gly Arg Tyr Gly Gin His Pro Asn Arg Leu Gin Lys Tyr His 
65 70 75 80 

Gin Leu Gin Val He Leu Lys Pro Val Pro Glu Asn Phe Leu Ser Leu 

85 * 90 95 

Tyr Leu Glu Ser Leu Lys Val He Gly Leu Asn Leu Val Asp His Asp 

100 105 110 

He Arg Phe Val His Asp Asp Trp Glu Asn Pro Thr He Gly Ala Trp 

115 120 125 

Gly Leu Gly Trp Glu Val Trp Leu Asn Gly Met Glu He Thr Gin Leu 
130 135 140 



1324 



Thr Tyr Phe Gin 
145 

Glu lie Thr Tyr 

Asn Ser Val Tyr 
180 

lie Thr Gin Tyr 
195 

Ala Asn Thr Thr 
210 

Ala Leu Ala Thr 
225 

Val lie Lys Ala 

lie Ser Val Thr 
260 

Ala Arg Ala Ala 
275 

Phe Pro Leu Leu 
290 

Lys lie Pro Thr 
305 

Ser Glu Glu Leu 

Glu Ser Leu Ala 
340 

His Leu Glu Val 
355 

Gly Leu Ser His 
370 

Pro Leu Ser Leu 
385 

Glu Gin Phe Phe 

Leu Asp Gin Pro 
420 

Asp Tyr Leu Phe 
435 

lie Leu Val Asn 
450 

Gin Lys Met Thr 
465 

Arg Trp Leu Val 

Gly Phe Val Ser 
500 

Asn Arg Gin Leu 
515 

Arg Ser Ala Cys 
530 

Lys Gin Gly Leu 
545 

Pro Glu His Leu 

Val lie Ser Ala 
580 

Leu Leu lie Ala 
595 

Asn Met Gin Gly 



Ala Val Gly Ser 
150 

Gly Val Glu Arg 
165 

Asp Val Met Trp 

Ala Glu Gin Ala 
200 

Met Trp Leu Lys 
215 

Leu Asp Gin Gly 
230 

Ser His Ala Phe 
245 

Glu Arg Thr Arg 

Ala Asp Lys Tyr 
280 

Lys Thr Pro Pro 
295 

lie Cys Gin Pro 
310 

Pro Ala Thr Phe 
325 

Lys Lys Leu Leu 

Leu Gly Thr Pro 
360 

Val Thr lie Arg 
375 

Leu Phe Met Thr 
390 

Pro Ser His Gly 
405 

Ser Ala He Cys 

Leu Val He Pro 
440 

Glu Leu Pro Gin 
455 

Trp Asp Asn Gly 
470 

Ala Leu Tyr Gly 
485 

Ser Gly Asn Thr 

Thr He Pro Ser 
520 

Val He Val Ser 
535 

Gin Asn Leu Thr 
550 

Val Asp Glu Thr 
565 

Gin Phe Asp Pro 

Glu Met He Gin 
600 

Glu He Thr Asn 



Lys Pro Leu Asp 
155 

He Ala Met Tyr 
170 

Asn Gly Ser Leu 
185 

Trp Ser Gin Tyr 

His Phe Asp Asp 
220 

Leu Pro Leu Pro 
235 

Asn Met Leu Asp 
250 

Tyr He Ala Lys 
265 

Val Ala Trp Arg 

Ser Thr Pro Thr 
300 

Glu Asp Phe Leu 
315 

Val Pro Thr Gly 
330 

Ala Asp His Gly 
345 

Arg Arg Leu Ala 

Pro Glu Ser Glu 
380 

Asp Gly Ser Val 
395 

Leu Ser He Ser 
410 

Arg Val Arg Ser 
425 

Glu Glu Arg Lys 

Leu He Arg Ser 
460 

Gly Val Glu Tyr 
475 

Asp Gin He Leu 
490 

Ser Trp Gly His 
505 

Ser Asn Met Tyr 

Gin Lys Glu Arg 
540 

Gly Asp Gin He 
555 

Val ' Phe Leu Thr 
570 

Ala Phe Cys Ser 
585 

His Gin Arg Tyr 
Arg Phe Leu He 



Ala He Ser Gly 
160 

Leu Gin Lys Lys 
175 

Thr Tyr Gly Asp 
190 

Asn Phe Glu Thr 
205 

Phe Ser Ala Glu 

Ala Tyr Asp Phe 
240 

Ser Arg Gly Val 
255 

He Arg Gin Leu 
270 

Glu Ser Leu Gly 
285 

Val Thr Pro Lys 

Leu Glu He Gly 
320 

He Gin Gin Leu 
335 

He Ala Tyr Lys 
350 

Leu Cys He Glu 
365 

Lys Lys Gly Pro 

Ser Pro Gin Gly 
400 

His Arg Ser Ala 
415 

He Asn Gly Thr 
430 

Glu Thr Ala Ala 
445 

He Arg Phe Pro 

Ala Arg Pro He 
480 

Pro He Ser Leu 
495 

Arg Gin Leu Asp 
510 

Val Asp Thr Leu 
525 

Arg Ala He He 

Val Ala He Ala 
560 

Glu His Pro Phe 
575 

Leu Pro Lys Glu 
590 

Phe Pro Thr Gin 
605 

Val Cys Asp Asn 
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610 










o lb 










62 0 










Ser 


Pro 


Thr 


Asp 


Ser 


He 


Val 


Glu 


Gly 


Asn 


Glu 


Lys 


Ala 


Leu 


Ala 


Pro 


625 










63 0 










63 5 










640 


Arg 


Leu 


Thr 


Asp 


Gly 


Asn 


Phe 


Leu 


Phe 


Lys 


Gin 


Asp 


Leu 


Leu 


Thr 


Pro 










645 










650 










655 




Leu 


Ser 


Ser 


Phe 


Val 


Glu 


Lys 


Leu 


Lys 


Ser 


Val 


Thr 


Tyr 


Phe 


Glu 


Ser 








660 










665 










67 0 






Leu 


Gly 


Ser 


Leu 


Ala 


Asp 


Lys 


Thr 


Ser 


Arg 


Leu 


Lys 


Leu 


His 


Leu 


Glu 






675 










680 










685 








Glu 


Ala 


Tyr 


Ala 


Leu 


Leu 


Pro 


Leu 


Cys 


Ala 


Lys 


Glu 


Asp 


He 


Asp 


Thr 




690 










695 










700 










Ala 


lie 


His 


Tyr 


Cys 


Lys 


Ala 


Asp 


Leu 


Val 


Ser 


Ser 


Val 


Val 


Asn 


Glu 


705 










Tin 

710 










715 










720 


Phe 


Pro 


Glu 


Leu 


Gin 


Gly 


He 


Met 


Gly 


Arg 


Tyr 


Tyr 


Leu 


Gin 


Asn 


Ala 










725 










73 0 










73 5 




Ser 


Leu 


Ser 


Arg 


Ala 


Ala 


Ala 


Leu 


Ala 


lie 


Gly 


Glu 


His 


Leu 


Gin 


His 








740 










/4b 










7 50 






lie 


Thr 


Leu 


Gly 


Ser 


Asn 


lie 


Ser 


Thr 


Thr 


Gly 


TV 1 — 

Ala 


Leu 


Leu 


Ser 


He 






755 










*"7 c n 
/ bU 










*7 C C 

7 6b 








Leu 


Asp 


Arg 


lie 


Asp 


Asn 


Leu 


Leu 


Ser 


Cys 


Pne 


He 


Leu 


Gly 


Leu 


Leu 




77 0 










/ / b 










Ton 










Pro 


Thr 


Ser 


Ser 


His 


Asp 


Pro 


Tyr 


Ala 


Leu 


Arg 


Arg 


Gin 


Ser 


Leu 


Glu 


785 










790 










795 










800 


lie 


Leu 


Thr 


Leu 


Leu 


Tyr 


Thr 


Thr 


Gin 


Ser 


Ser 


Val 


Asp 


He 


Glu 


Asp 










805 










810 










815 




Leu 


Phe 


Ala 


Arg 


Leu 


He 


Arg 


His 


Phe 


Pro 


Ser 


Ser 


He 


Pro 


Asn 


Thr 








820 










825 










83 0 






Val 


Trp 


Ser 


Pro 


Glu 


Glu 


Val 


Leu 


Ser 


Lys 


Leu 


Asn 


Thr 


Phe 


Val 


Trp 






835 










840 










845 








Gly 


Arg 


Leu 


Arg 


Thr 


He 


Leu 


Ser 


Ser 


Leu 


Gly 


Phe 


Asp 


Lys 


Glu 


He 




850 










855 










860 










lie 


Ala 


Thr 


Val 


Leu 


Thr 


Asp 


Asn 


Cys 


Pro 


Lys 


Asn 


Pro 


Leu 


Thr 


He 


865 










870 










87 5 










88 0 


lie 


Gin 


Ser 


Ala 


Gin 


Ser 


He 


Gin 


GlU 


Leu 


Lys 


Asn 


Thr 


Gin 


He 


Leu 










885 










890 










895 




Lys 


Thr 


lie 


Ala 


Ala 


Thr 


His 


Asn 


Arg 


Leu 


Lys 


Lys 


He 


Leu 


Ala 


Ser 








900 










905 










910 






Leu 


Ser 


Phe 


Ser 


Val 


Thr 


Glu 


Gin 


Met 


Phe 


Ser 


Leu 


Gin 


Ser 


Ala 


Glu 






QIC 










Q O A 

y z u 










y z z> 








Asp 


Leu 


Leu 


Phe 


Lys 


Gin 


Ala 


Leu 


Asp 


Arg 


Phe 


Val 


Glu 


Glu 


Thr 


Thr 




930 










935 










940 










Ala 


Leu 


Pro 


He 


Ser 


Ser 


Lys 


Asp 


Tyr 


Leu 


His 


Leu 


Leu 


Lys 


Glu 


Leu 


945 










950 










955 










960 


Ala 


Gin 


Ser 


Thr 


Glu 


Leu 


Ehe 


Leu 


Asp 


Ser 


Val 


Arg 


Val 


Ala 


Ser 


Asp 










965 










970 










975 




Asp 


Glu 


Ser 


Thr 


Arg 


Asn 


Gin 


Arg 


He 


Ala 


Leu 


Leu 


He 


Ala 


Ala 


Gin 








980 










985 










990 






Lys 


Cys 


Phe 


Gly 


Phe 


Tyr 


Ala 


Trp 


Asp 


Val 


Leu 













995 1000 



(2) INFORMATIONS POUR LA SEQ ID NO: 592: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 164 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: complement ( 5822 06 582 6 97 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 592: 

Lys Arg Ser Ser Leu Met Arg Phe Leu Leu Ala Leu Phe Ser Leu lie 

15 10 15 

Leu Val Leu Pro Ala Thr Glu Ala Phe Ser Thr Glu Asp Lys Gin Cys 

20 25 30 

Gin Gin Glu Ala Glu Glu Asp Cys Ser Gin Val Ala Asp Thr Cys Val 

35 40 45 

Phe Tyr Ser Tyr Ala Glu Gly Leu Glu His Ala Arg Asp Glu Gly Lys 

50 55 60 

Leu Thr Leu Val Val Leu Leu Asp Thr Ser Gly Tyr Ser Phe Glu Thr 
65 70 75 80 

Leu Ala Tyr Ala Ala His Ala Met Glu Ser Ser Leu Leu Ser Thr Phe 

8 5 9 0 95 

Ala Asp Phe Val Val Leu Ser Arg Arg Glu Ala Val Pro Leu lie lie 

100 105 110 

Pro Pro Gly Ser Arg Ser Tyr Gly Trp Arg Asp Ser Val Val Leu Arg 

115 120 125 

Ser Phe Leu Arg Ser Asn lie Ser lie Thr Ala Cys Asp Cys Tyr Leu 

130 135 140 

Ser Tyr Trp Gly Phe Phe Cys Arg Asp His Gly Tyr Tyr Arg Asp Ala 
145 150 155 160 

Val Asn Lys Ser 



(2) INFORMATIONS POUR LA SEQ ID NO: 593: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 104 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 58281 1 583 122 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 593: 

Asn lie Ser Ser Leu Val Leu Asn Leu Leu Gly Phe Met Arg Ser Leu 

1 5 10 15 

His Phe Leu Leu Thr Ala Phe Thr Phe Ser Leu Phe Cys Gly Ala Ala 

20 25 30 

Leu Thr Ala Ser Ser Pro Lys Thr Leu Ser Phe Val Ala Ala Glu Ala 

35 40 45 

Ala Gly Val Gly Ala Ala Arg Pro Ser Ser Val Ala Ser Leu Leu Asp 

50 55 60 

Ser Ala His Glu Val Ala Lys Ser Ala Gly Val Gly Tyr Gly Ser Ala 
65 70 75 80 

Tyr lie Leu Asn Glu Leu Gin Asn Leu Gin Ser Gin Glu Leu Glu Gly 

85 90 95 

Leu Leu Ala Ser Gin Glu Asn lie 
100 
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(2) INFORMATIONS POUR LA SEQ ID NO: 594: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 111 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 583 182 583 514 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 5 94: 

Ser Ser lie Phe Leu Arg Lys Ser Phe lie Val Ala Glu Tyr Arg Ala 

1 5 10 15 

lie Phe Val Met Ala Met Asn His Tyr Asn Asp Arg Gin Thr Leu Pro 

20 25 30 

Ser Met Asp Glu Met Met Ser Leu Val Val Gly Thr Glu Ala Met Thr 

35 40 45 

Leu Leu Val Ala Arg Arg Met Asn Thr Glu Leu Met Arg Asp lie Val 

50 55 60 

Val Gin Ser lie Gin Lys Leu Leu Asp Lys His Trp Arg Asp Arg Lys 
65 70 75 80 

Arg Lys Leu Cys His Gin Thr Gly Lys Gly Leu Asp Ser Leu Gin Glu 

85 90 95 

Tyr Val Arg Leu Ser Gly Glu Arg Val Lys Val Ser Leu Val Ser 
100 105 110 



(2) INFORMATIONS POUR LA SEQ ID NO: 595: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 144 acides amines . 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 583 43 8 .. 583 8 69 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 59 5: 

Xaa His Ser Tyr Glu Gin Phe Thr Pro Arg Glu Lys Ala Arg Val lie 

15 10 15 

Glu Glu Val lie Gin Gin Val Arg Cys Trp Gly Ser Pro lie Thr lie 

20 25 30 

His Glu Tyr Leu Arg Gin Leu Ala Ser Leu Val Lys Val Pro Glu Pro 

35 40 45 

Ala Val Leu Ser Tyr Leu Ser Ser lie Thr Ser Ala Ala Glu Asp Lys 

50 55 60 

Gly Lys Lys Val Ser Ala Lys Glu Pro Ser Ser Glu Ser Glu Gin Thr 
65 70 75 80 

Ser Thr Glu Gly Lys lie Ser Lys Lys lie Ser Pro Arg Met lie Leu 

85 90 95 

Glu Ala Asp Val lie Arg Cys Leu Leu Phe Xaa Lys Pro Glu Asp Glu 
100 105 110 
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Phe Val Pro Ala Thr Val Lys Gin Tyr Leu Ser Pro Glu Glu Phe His 

115 120 125 

Cys Gly Arg lie Ser Ser Tyr lie Cys Tyr Gly Tyr Glu Ser Leu Gin 
130 135 140 



(2) INFORMATIONS POUR LA SEQ ID NO: 596: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 203 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 583 827 58443 5 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 596: 



Ser 


Gly 


Leu 


Gly 


He 


Ser 


Leu 


Lys 


Thr 


Gly 


Phe 


Cys 


Leu 


Leu 


Arg 


Ser 


1 








5 










10 










15 




He 


Met 


Phe 


Pro 


He 


Gin 


Asp 


Ala 


Leu 


Gly 


Tyr 


Thr 


He 


Gly 


Phe 


Ser 








20 










25 










30 






Ser 


Arg 


Arg 


Phe 


Lys 


Glu 


Gly 


Gly 


Arg 


Gly 


Gly 


Lys 


Tyr 


He 


Asn 


Ser 






35 










40 










45 








Pro 


Glu 


Thr 


He 


Leu 


Phe 


Lys 


Lys 


Ser 


Arg 


Val 


Leu 


Tyr 


Gly 


Leu 


Gin 




50 










55 










60 










Phe 


Ser 


Arg 


Lys 


Arg 


He 


Ala 


Lys 


Glu 


Arg 


Arg 


Val 


He 


Leu 


Val 


Glu 


65 










70 










75 










80 


Gly 


Gin 


Ala 


Asp 


Cys 


Leu 


Gin 


Met 


He 


Asp 


Phe 


Gly 


Phe 


Asn 


Cys 


Thr 










85 










90 










95 




Leu 


Ala 


Ala 


Gin 


Gly 


Thr 


Ser 


Phe 


Thr 


Glu 


Thr 


His 


Val 


His 


Glu 


Leu 








100 










105 










110 






Val 


Lys 


Leu 


Gly 


Val 


Ser 


Lys 


Ala 


Tyr 


Leu 


Leu 


Phe 


Asp 


Gly 


Asp 


Ala 






115 










120 










125 








Ala 


Gly 


Glu 


Lys 


Ala 


Ser 


Leu 


Arg 


Val 


Gly 


Asp 


Leu 


Cys 


Gin 


Ala 


Ala 




130 










135 










140 










Gly 


He 


Thr 


Ala 


He 


Val 


Cys 


Arg 


Leu 


Pro 


Ser 


Gly Gin 


Asp 


Pro 


Asp 


145 










150 










155 










160 


Ser 


Phe 


Leu 


Met 


Gin 


Arg 


Gly 


Pro 


Glu 


Glu 


Leu 


Arg 


Glu 


Leu 


Leu 


Asp 










165 










170 










175 




Arg 


Gly 


Glu 


Asp 


Tyr 


Leu 


Ser 


Phe 


Leu 


Val 


Trp 


His 


Lys 


Xaa 


He 


Leu 








180 










185 










190 






Met 


Asn 


Ser 


Leu 


Leu 


Gin 


Glu 


Lys 


Lys 


Leu 


Glu 













195 200 



(2) INFORMATIONS POUR LA SEQ ID NO: 597: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 223 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 584299 584967 ) 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 597: 

Met Tyr Tyr Thr Glu Glu Ser Leu Glu Thr Leu Lys His Ser He Asp 

15 10 15 

He Val Ser Val Leu Gly Glu Tyr Val His Leu Lys Arg Ser Gly Ala 

20 25 30 

Asp Tyr Lys Ala Cys Cys Pro Phe His Asp Glu Lys Thr Pro Ser Phe 

35 40 45 

He Val Tyr Pro Thr Arg Gly His Tyr His Cys Tyr Gly Cys Gly Glu 

50 55 60 

His Gly Asp Ala He Asn Phe Leu Met Lys Gin Gin Gly Tyr Ser Phe 
65 70 75 80 

Ser Glu Ala Val Leu Phe Leu Ala Lys Lys Phe His Val Asp Leu Val 

85 90 95 

Val Arg Thr Arg Glu Thr Ser Gly Gin Asp Ser Lys Asp Ser Phe Arg 

100 105 110 

Arg He Asn Arg Glu Ala Glu Arg Phe Phe Gin Tyr Cys Leu Leu His 

115 120 125 

Leu Pro Glu Gly Glu Glu Ala Leu Ala Tyr Leu Tyr Lys Arg Gly Phe 

13 0 13 5 140 

Ser Pro Asp Thr He Asp Arg Phe Gin He Gly Tyr Ala Pro Glu Gin 
145 150 155 160 

Arg Leu Phe He Gin Ala Met Glu Glu Arg Asn He Cys Val Lys Gin 

165 170 175 

Leu Glu Trp Ala Gly Tyr Leu Ala Lys Asp Trp Phe Leu Phe Ala Gin 

180 185 190 

Glu His His Val Pro Asp Ser Arg Cys Phe Arg Leu Tyr His Trp He 

195 200 205 

Phe Phe Ser Glu Val Gin Arg Arg Trp Ala Trp Trp Lys He Tyr 
210 215 220 



(2) INFORMATIONS POUR LA SEQ ID NO: 598: 



(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 94 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE .GENOME : complement ( 58501 6 .. 5852 97 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 598: 



Leu 


Tyr 


Leu 


Val 


Leu 


Arg 


Asp 


Arg 


Lys 


Asn 


Phe 


Leu 


Phe 


Val 


Val 


Gly 


1 








5 










10 










15 




Glu 


Gin 


Ala 


Leu 


Met 


Tyr 


Gin 


Arg 


Thr 


Phe 


Glu 


Thr 


Arg 


Val 


Tyr 


Asn 








20 










25 










30 






Gly Val 


Glu 


Phe 


Leu 


Gly 


Asn 


Thr 


Arg 


Leu 


Trp 


Glu 


Ala 


Lys 


Phe 


Leu 






35 










40 










45 








Arg 


Glu 


Lys 


Gly 


He 


His 


Gin 


Gly 


Glu 


Arg 


Ser 


Thr 


His 


Ser 


Gin 


Glu 




50 










55 










60 










Asn 


Tyr 


Ser 


Ala 


Leu 


Pro 


Trp 


Arg 


He 


Leu 


Tyr 


Arg 


Arg 


Arg 


Ala 


Gly 


65 










70 










75 










80 


He 


Ala 


Cys 


Lys 


Lys 


He 


Leu 


Tyr 


Asp 


Ala 


Tyr 


He 


His 


Glu 







85 . 90 
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(2) INFORMATIONS POUR LA SEQ ID NO: 59 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 457 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 58524 0 .. 58 66 10 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 599: 



c?±u 


Pro 


vai 


Pro 


Leu 


Leu 


Arg 


He 


Lys 


Asn 


Phe 


Phe 


Asp 


His 


Ala 


He 


X 








3 










1 U 










15 




Leu. 


Asp 


Lys 


Ala 


MGC 


±nr 


His 


Lys 


Leu 


Thr 


Pro 


Met 


Met 


Gin 


Gin 


Trp 








A U 










25 










3 0 






tj,' „ 

HIS 


cm 


Cys 


Lys 


Glu 


Gin 


Ala Gly Asp 


Cys 


Leu 


Leu 


Leu 


Phe 


Arg 


Leu 
















40 










45 










Glu 


Phe 


Tyr 


Glu 


Ala 


Phe 


Phe 


Asp 


Asp 


Ala 


Leu 


He 


Leu 


Ala 


Gin 




3 U 










55 










60 










Asn 


Leu 


Asp 


I le 


Thr 


Leu 


Thr 


Gin 


Arg 


Gin 


Asn 


Vai 


Pro 


Met 


Ser 


Gly 


O D 










/ U 










7 5 










80 


lie 


Pro 


Ala 


Thr 


Cys 


Leu 


Asp 


Gly 


Tyr 


Vai 


Asp 


Arg 


Leu 


Vai 


Ser 


Arg 










85 










90 










95 




Gly 


Pne 


Lys 


vai 


Ala 


He 


Ala 


Glu 


Gin 


Ala 


Asp 


Asn 


Thr 


Glu 


Gly 


Ser 








100 










105 










110 






Lys 


Gly 


Leu 


Vai 


Pro 


Arg 


Thr 


He 


Asn 


Arg 


Leu 


He 


Thr 


Pro 


Gly 


Ala 






TIC 

115 










120 










125 








Leu 


Leu 


Ser 


Ser 


Ser 


Leu 


Leu 


Pro 


Glu 


Lys 


Ala 


Asn 


Asn 


Tyr 


Vai 


Leu 
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135 










140 










Ala 


He 


Asn 


Gin 


Vai 


Gly 


Ser 


Leu 


Tyr 


Gly 


Leu 


Ser 


Cys 


Leu 


Asp 


Leu 


145 










150 










155 










160 


Ser 


He 


Gly 


Thr 


Phe 


Leu 


Vai 


Ala 


Glu 


Tyr 


Asp 


Asn 


Thr 


Lys 


Asp 


Leu 










165 










170 










175 




He 


Glu 


Ala 


He 


Cys 


Arg 


Leu 


Ala 


Pro 


Thr 


Glu 


Leu 


Leu 


Ser 


His 


Ala 








180 










185 










190 






Lys 


Phe 


Tyr 


Gin 


Lys 


Asn 


Ala 


Ala 


Vai 


He 


Lys 


Gin 


Leu 


Gin 


Gin 


His 






195 










200 










205 








Leu 


Arg 


He 


Thr 


Leu 


Ser 


Glu 


Tyr 


Vai 


Ser 


Trp 


Ala 


Phe 


Glu 


Tyr 


Gin 




210 










215 










220 










Ser 


Ala 


Thr 


Lys 


Lys 


Leu 


Tyr 


Thr 


Cys 


Phe 


Gin 


Vai 


Ser 


Ser 


Leu 


Asp 


225 










230 










235 










240 


Gly 


Phe 


Gly 


Leu 


Gin 


Gly 


Leu 


Vai 


Pro 


Ala 


He 


Asn 


Ala 


Ala 


Gly 


Ala 










245 










250 










255 




Leu 


Leu 


Ser 


Tyr 


He 


Gin 


Asp 


Lys 


Leu 


Leu 


Leu 


Pro 


He 


Ser 


His 


Leu 








260 










265 










270 






Ser 


He 


Pro 


Lys 


He 


Tyr 


Gly 


Gin 


Gin 


Lys 


His 


Leu 


Leu 


He 


Asp 


Lys 






275 










280 










285 








Ala 


Ser 


Gin 


Thr 


Asn 


Leu 


Glu 


Leu 


Leu 


Ser 


Pro 


He 


His 


Gly 


Glu 


His 




290 










295 










300 








Gly 


Lys 


Gly 


Ser 


Leu 


Leu 


Gin 


Vai 


Met 


Glu 


Arg 


Thr 


Ser 


Thr 


Pro 


Met 


305 










310 










315 










320 


Gly 


Gly 


Arg 


Leu 


Leu 


Arg 


Asn 


Thr 


Leu 


He 


Asn 


Pro 


Phe 


Tyr 


Asp 


Leu 










325 










330 










335 




Lys 


Glu 


He 


Thr 


Leu 


Arg 


Gin 


Asp 


Ser 


Vai 


Glu 


Phe 


Phe 


Leu 


Gin 


Gin 
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J 4t u 










•5 / c 
J 4t -D 










•5 c r\ 

3 50 








Asp 


Leu 


Arg 


Lys 


lie 


Leu 


Lys 


Arg 


Gin 


Leu 


Ser 


Cys 


Val 


Arg 


Asp 






•icq 

J J J 










•3 £ n 










-3 f— 
Job 








Leu. 


1U 


Arg 


Leu 


Ala 


inr 


Lys 


1 ie 


Ser 


Thr 


Ser 


Leu 


Ala 


Thr 


Pro 


Lys 














-17c 










-SOU 










Asp 


He 


Gly 


Thr 


Leu 


Arg 


Asp 


Ser 


Leu 


Leu 


Ser 


Cys 


Thr 


His 


He 


Ala 


385 










390 










395 










400 


Asn 


Asn 


Leu 


Gin 


Asn 


Cys 


Ala 


Leu 


Pro 


Glu 


Phe 


Leu 


Glu 


Asn 


Lys 


Phe 










405 










410 










415 




Leu 


He 


Ala 


Pro 


Pro 


Leu 


Cys 


Ser 


Leu 


He 


Lys 


Thr 


Leu 


Ser 


Thr 


Glu 








420 










425 










430 






Leu 


He 


Gin 


Glu 


Leu 


Pro 


Leu 


Lys 


Val 


Ser 


Glu 


Gly 


He 


Phe 


Ser 


Gin 






435 










440 










445 








Thr 


Thr 


He 


He 


Gin 


He 


Phe 


Tyr 


Asp 

















450 455 



(2) INFORMATIONS POUR LA SEQ ID NO: 600: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 425 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 586484.-5877 58 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 600: 

Val Phe Asp Cys Ser Pro Ser Met Leu Ser His Lys Asn Val He Asp 

15 10 15 

Arg Ala Tyr Pro Arg Thr Ser Phe Lys Ser Val Arg Arg Asn He Phe 

20 25 30 

Ala Asn His Tyr His Pro Asp Leu Leu Arg Leu Arg Asn He Lys Glu 

35 40 . 45 

Asn Ser Lys Ser Trp He Leu Glu Tyr Gin Glu Arg lie Arg Asn Glu 

50 55 60 

Thr Gly He Lys Lys Leu Lys Val Cys Tyr Ala Gin Ala Leu Gly Tyr 
65 70 75 80 

Tyr He Glu Val Ala Ser Asn Leu Ala Pro Gin Leu Pro Lys Glu Phe 

85 90 95 

He Arg Arg Gin Ser Arg Leu His Ala Glu Arg Phe Thr Thr Gin Glu 

100 ,105 110 

Leu Gin Gin Phe Gin Asp Glu Val Phe Ser Val Glu Asp Lys Leu Gin 

115 120 125 

Thr Leu Glu Thr Lys Leu Phe Lys Glu Leu Cys Phe Tyr He Val Glu 

130 135 140 

His Arg Asp Leu He Leu Lys Leu Ser Thr Ala Val Ala Asp Leu Asp 
145 150 155 160 

Tyr Val Val Ser Leu Ala Glu Leu Ala Ala Glu Tyr Asp Tyr Arg Arg 

165 170 175 

Pro Leu Val Asp His Ser Asp Ala Leu Ser He Thr Lys Gly Met His 

180 185. 190 

Pro Val Ala Leu Thr Leu Leu Asp Lys Gly Thr Phe He Pro Asn Asp 

195 200 205 

Thr Val Met His Ser Ala Gin Thr Arg Met He Leu Leu Thr Gly Pro 
210 215 220 



1332 



Asn Met Ala Gly Lys Ser Thr Tyr lie Arg Gin lie Ala Leu Leu Val 
225 230 235 240 

lie Met Ala Gin Met Gly Ser Phe lie Pro Ala Arg Ser Ala His lie 

245 250 255 

Gly lie Val Asp Lys lie Phe Thr Arg lie Gly Ala Gly Asp Asn Leu 

260 265 270 

Ser Lys Gly Met Ser Thr Phe Met Val Glu Met Ala Glu Thr Ala Asn 

275 280 285 

lie Leu His Asn Ala Thr Asp Arg Ser Leu Val lie Leu Asp Glu lie 

290 295 300 

Gly Arg Gly Thr Ser Thr Tyr Asp Gly Leu Ala lie Ala Gin Ala Val 
305 310 315 320 

Val Glu Phe Leu Leu Phe Thr Asp Gly Lys Lys Ala Lys Thr Leu Phe 

325 330 335 

Ala Thr His Tyr Lys Glu Leu Thr Glu Leu Glu Met His Cys Gin His 

340 345 350 

Val Glu Asn Phe His Ala Met Val Lys Glu Asn Ser Gly Gin Pro lie 

355 360 365 

Phe Met Tyr Glu He Val Lys Gly His Ser Lys Lys Ser Phe Gly He 

370 375 380 

His Val Ala Lys Leu Ala Gly Phe Pro Leu Ser Val Val Ser Arg Ala 
385 390 395 400 

Gin Gin He Leu His Gin Phe Glu Gly Pro Asp Leu Arg Pro Glu Pro 

405 410 415 

Glu Lys Ala Gin Gin Leu Val Met Phe 
420 425 



(2) INFORMATIONS POUR LA SEQ ID NO: 601: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 541 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 587786 589408 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 601: 

Val Arg He Glu Asp Phe Ser Leu Lys Asp Val Ser Ser Ser Pro Gly 

1 5-10 15 

Val Tyr Leu Met Lys Asp Ser Gin Gly Thr Val Leu Tyr Val Gly Lys 

20 25 30 

Ala Lys Asn Leu Arg Asn Arg Leu Ser Ser Tyr Leu Gin Lys Lys Gly 

35 40 45 

Asp Ser Arg Glu Arg He Pro Phe Leu Met Lys Lys Thr Thr Asp He 

50 55 60 

Asp Thr He Val Val Ser Asn Glu Thr Glu Ala He Leu Leu Glu Asn 
65 70 75 80 

Asn Leu He Lys Lys Tyr Gin Pro Arg Tyr Asn Val Leu Leu Lys Asp 

85 90 95 

Asp Lys Thr Phe Phe Cys Leu Ser Val Ser Leu Glu His Pro Trp Pro 

100 105 110 

Arg He Glu Ala He Arg Thr Arg Ala Leu Ser Pro Gly Lys Lys Lys 

115 120 125 

Gin Trp Leu Phe Gly Pro Tyr Val Ser Ala Glu Ala Cys Tyr Ala Leu 
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130 135 140 

Leu Glu Val lie Ser Leu Trp Phe Pro Leu Arg Thr Cys Ser Asp Arg 
145 150 155 160 

Glu Phe Ser Thr Arg Gin Arg Pro Cys Val Leu Tyr Glu Met Lys Arg 

165 170 175 

Cys Leu Ala Pro Cys Val Gly Leu Cys Ser Gin Thr Glu Tyr Gin Glu 

180 185 190 

Thr Leu Asp Lys Ala lie Leu Phe Leu Lys Gly Asp Val Arg Ser Thr 

195 200 205 

lie Ser Asn Leu Glu Lys Ala lie Glu Lys Ala Ser Gin Glu Gin Lys 

210 215 220 

Phe Glu His Ala Ala Ala Leu Tyr Arg Thr Leu Thr Leu lie Arg Gin 
225 230 235 240 

Thr Met Ala Lys Gin His Val Glu Lys Phe Gin Ala Tyr Asp lie Asp 

245 250 255 

Val Leu Gly Leu Tyr Arg Lys Gly Ser Leu Ala lie Val Ser Val Leu 

260 265 270 

Ser Val Tyr Ser Gly Lys Leu Leu Gly Ala Arg Tyr Phe lie Phe Pro 

275 280 285 

Glu Asn Ala Gin Glu Asp Ser Ala Leu Phe Pro Ser Phe lie Leu Gin 

290 295 300 

Tyr Tyr Ala Glu Asn Pro Arg lie Pro Lys Glu lie Phe Val Pro Val 
305 310 315 320 

Ser Leu Asp Ser Pro Glu Leu Pro Tyr Leu Leu Asn Thr Ala Glu Pro 

325 330 335 

Pro Lys lie Arg Cys Pro Lys Thr Glu Tyr Gly Lys Glu Leu Leu Ala 

340 345 350 

Leu Ala His Lys Asn Ala Ala Glu Gin Ala Lys Pro Phe Asn Ser lie 

355 360 365 

Thr Pro Pro Tyr Glu Glu Leu Gin His Phe Phe Asn Leu Ser Gin Tyr 

370 375 380 

Pro Tyr Arg lie Glu Cys Tyr Asp Asn Ala His Leu Gin Gly Glu His 
385 390 395 400 

Asn Val Gly Val Cys lie Val Phe Glu Asn Asp Leu Phe Ser Pro Lys 

405 410 415 

Gin Tyr Arg Thr Phe Ser lie Thr Ser His Gly Asp Asp Leu Ala Ala 

420 425 430 

Phe Glu Glu Val Leu Thr Arg Arg Phe Arg Ser Leu Thr Thr Glu Leu 

435 440 445 

Pro Asn Leu lie Val lie Asp Gly Gly Arg Asn Gin Phe Lys Arg Ala 

450 455 460 

Gin Arg lie Leu Glu Glu Leu Asn Leu Thr Gly lie Thr Val Val Thr 
465 470 475 480 

lie Ala Lys Glu Ser Gly Asn His Ser Lys Ser Cys Ala Lys Lys Ser 

485 490 495 

Tyr Phe Val Lys Leu Ser Pro Lys Glu Ser Phe Phe lie Pro His Pro 

500 505 510 

Gin Phe Phe Ser Ser Phe Ser Tyr Tyr Glu Met Lys Pro Thr Val Ser 

515 520 525 

Arg Phe Asn Thr lie Val Lys Asn Met Gin Lys Gin Cys 
530 535 540 



(2) INFORMATIONS POUR LA SEQ ID NO: 602: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 127 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 58 9 198 58 9 578 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 602: 



Glu 


Phe 


Asn 


Arg 


Asp 


Tyr 


Arg 


Ser 


Asn 


His 


Arg 


Gin 


Gly 


He 


Trp 


Gin 


1 








5 










10 










15 




Ser 


Gin 


Gin 


Lys 
20 


Leu 


Arg 


Gin 


Glu 


Lys 
25 


Leu 


Phe 


Cys 


Glu 


Thr 
30 


Phe 


Pro 


Gin 


Gly 


He 
35 


Leu 


Leu 


His 


Pro 


Thr 
40 


Ser 


Ala 


He 


Leu 


Gin 
45 


Phe 


Phe 


Gin 


Leu 


Leu 
50 


Arg 


Asp 


Glu 


Ala 


His 
55 


Arg 


Phe 


Ala 


He 


Gin 
60 


His 


Tyr 


Arg 


Lys 


Lys 


His 


Ala 


Lys 


Ala 


Val 


Leu 


Thr 


Thr 


Lys 


Lys 


He 


Pro 


Gly 


He 


Gly 


65 










70 










75 










80 


Glu 


Val 


Lys 


Thr 


Lys 
85 


Arg 


Leu 


Leu 


Gin 


Lys 
90 


Phe 


Lys 


Ser 


Trp 


Lys 
95 


Arg 


Val 


Phe 


He 


Ala 
100 


Ser 


Glu 


Glu 


Glu 


Leu 
105 


Lys 


Thr 


Val 


Gin 


Gly 
110 


He 


Thr 


Ala 


Lys 


Asp 
115 


He 


Gin 


Arg 


He 


Gin 
120 


Glu 


Glu 


Gly 


Ala 


Lys 
125 


Pro 


Glu 





(2) INFORMATIONS POUR LA SEQ ID NO: 603: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 144 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 589 63 0 . . 59 006 1 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 603: 



Ser 


Arg 


Tyr 


Arg 


Asp 


Pro 


Cys 


Asp 


Ser 


Ser 


Asp 


His 


Cys 


Ser 


Leu 


Leu 


1 








5 










10 










15 




Ser 


Lys 


Asn 


Arg 


Trp 


Gly 


Phe 


He 


He 


Arg 


Xaa 


Arg 


He 


Ser 


Leu 


Thr 








20 










25 










30 






Arg 


Phe 


Leu 


Asp 


Ala 


He 


Ser 


Lys 


Xaa 


Xaa 


Lys 


Gly 


He 


Tyr 


Val 


Glu 






35 










40 










45 








Gin 


Asp 


Ser 


Lys 


Asn 


Ser 


Leu 


Val 


Lys 


Val 


Arg 


Val 


Glu 


Val 


Asn 


Val 




50 










55 










60 










Asp 


Tyr 


Gly 


Val 


Ser 


He 


Pro 


Glu 


Lys 


Thr 


Glu 


Glu 


He 


Gin 


Gly 


Cys 


65 










70 










75 










80 


He 


Val 


Ser 


Glu 


He 


Ser 


Glu 


Tyr 


Thr 


Gly 


Leu 


His 


Val 


Ala 


Ala 


Val 










85 










90 










95 




His 


Val 


Val 


Val 


Lys 


Gly 


Leu 


Thr 


His 


Pro 


Lys 


Ala 


Lys 


Asp 


Glu 


Glu 








100 










105 










110 






Val 


Pro 


Ala 


He 


Glu 


Val 


He 


Glu 


Glu 


Pro 


Cys 


Leu 


Glu 


Glu 


Phe 


Ser 






115 










120 










125 








Ser 


Ala 


Glu 


Glu 


Tyr 


Leu 


Glu 


Glu 


Val 


Ser 


Val 


He 


Gin 


Thr 


Glu 


Glu 




130 










135 










140 
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(2) INFORMATIONS POUR LA SEQ ID NO: 604: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 178 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 59073 9 591272 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 604: 



Leu 


Phe 


Thr 


Thr 


Asn 


Leu 


Lys 


Leu 


Gly 


Ser 


Pro 


Pro 


Met 


Asn 


Ser 


Gly 


1 








5 










10 










15 




Met 


Phe 


Pro 


Phe 


Thr 


Phe 


Phe 


Leu 


Leu 


Tyr 


He 


Cys 


Leu 


Gly 


Met 


Leu 








20 










25 










30 






Thr 


Ala 


Tyr 


Leu 


Ala 


Asn 


Lys 


Lys 


Asn 


Arg 


Asn 


Leu 


He 


Gly 


Trp 


Phe 






35 










40 










45 








Leu 


Ala 


Gly 


Met 


Phe 


Phe 


Gly 


He 


Phe 


Ala 


lie 


He 


Phe 


Leu 


Leu 


He 




50 










55 










60 










Leu 


Pro 


Pro 


Leu 


Pro 


Ser 


Ser 


Thr 


Gin 


Asp 


Asn 


Arg 


Ser 


Met 


Asp 


Gin 


65 










70 










75 










80 


Gin 


Asp 


Ser 


Glu 


Glu 


Phe 


Leu 


Leu 


Gin 


Asn 


Thr 


Leu 


Glu 


Asp 


Ser 


Glu 










85 










90 










95 




He 


He 


Ser 


He 


Pro 


Asp 


Thr 


Met 


Asn 


Gin 


He 


Ala 


He 


Asp 


Thr 


Glu 








100 










105 










110 






Lys 


Trp 


Phe 


Tyr 


Leu 


Asn 


Lys 


Asp 


Cys 


Thr 


Asn 


Val 


Gly 


Pro 


He 


Ser 






115 










120 










125 








He 


Val 


Gin 


Leu 


Thr 


Ala 


Phe 


Leu 


Lys 


Glu 


Cys 


Lys 


His 


Ser 


Pro 


Glu 




130 










135 










140 










Lys 


Gly 


He 


Asp 


Pro 


Gin 


Glu 


Leu 


Trp 


Val 


Trp 


Lys 


Lys 


Gly 


Met 


Pro 


145 










150 










155 










160 


Asn 


Trp 


Glu 


Lys 


Val 


Lys 


Asn 


He 


Pro 


Glu 


Leu 


Ser 


Gly 


Thr 


Val 


Lys 










165 










170 










175 




Asp 


Glu 































(2) INFORMATIONS POUR LA SEQ ID NO : 605: 

(i) CARACTERI STIQUES DE JLiA SEQUENCE: 

(A) LONGUEUR: 118 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 592412 5927 65 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 605: 

Arg Leu Thr Leu Pro Lys Asn Ala Arg Leu Leu Lys Arg 
15 10 
Val Tyr Val Gin Arg Asn Gly Arg Cys Cys Arg Ala Asp 
20 25 



Lys Gin Phe 
15 

Gin Val Thr 
30 
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Leu 


Arg 


val 


Val 


XT Jl O 


C d i" 


Arg 


Hi c 
nio 




Asn 


±111. 


O fc; J_ 


Lys 


V d JL 




Tip 
















40 










45 








Thr 


Val 


Ser 


Lys 


Lys 


Phe 


Gly 


Lys 


Ala 


His 


Gin 


Arg 


Asn 


Arg 


Phe 


Lys 




50 










55 










60 










Arg 


lie 


Val 


Arg 


Glu 


Ala 


Phe 


Arg 


His 


Val 


Arg 


Pro 


Asn 


Leu 


Pro 


Gly 


65 










70 










75 










80 


Cys 


Gin 


Val 


Val 


lie 


Ser 


Pro 


Arg 


Gly 


Asn 


Ser 


Gin 


Pro 


Asp 


Phe 


Leu 










85 










90 










95 




Lys 


Leu 


Ser 


Glu 


Glu 


Leu 


Leu 


Gin 


Arg 


He 


Pro 


Glu 


Ala 


Leu 


Pro 


Leu 








100 










105 










110 






Ala 


Ser 


Ser 


Ser 


Arg 


Cys 























115 



(2) INFORMATIONS POUR LA SEQ ID NO: 606: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 9 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 5 9284 9 5 93 145 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 606: 



Ala Val Thr His 
1 

Lys Arg Ser Gin 
20 

Pro Leu Ala Glu 
35 

Gin Trp Arg Leu 
50 

Leu Pro Asn Ser 
65 

Pro Gin Asp He 
His Gin Ser 



Phe Thr Val Ala 
5 

Gly Gin Ser His 

Tyr Leu Thr Gin 
40 

Glu Met He He 
55 

Ala Leu Glu His 
70 

Gin Ser Ser He 
85 



Leu He Glu Phe 
10 

Val Asn Val Ala 
25 

Phe Gly Glu Gin 

Ser Gin Tyr Tyr 
60 

Ala Lys He Ala 
75 

Ser Arg Ser Leu 
90 



Gin Glu Leu Ala 
15 

Glu Val He Ala 
30 

Asp Lys Glu Asn 
45 

Leu Asp Ala Gly 

Phe Glu Ser Ala 
80 

Val His He Glu 
95 



(2) INFORMATIONS POUR LA SEQ ID NO: 607: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 60 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 5 93 12 1 . . 5 9 3 9 0 0 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 607: 

Glu Phe Met Ser Ser Leu Arg He Ala Arg Ser Cys Ser Phe Lys Gin 
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1 

Lys Thr Leu Leu 
20 

Val Cys Ala Thr 
35 

Tyr Gin Glu Ala 
50 

Leu Phe Phe Ser 
65 

Asp Glu Val Leu 

Phe Val Cys Val 
100 

Pro Leu lie Asn 
115 

Asn Thr Phe Pro 
130 

Tyr Lys He Glu 
145 

Ser Leu Cys Arg 

Pro Leu He Pro 
180 

Leu Ala Glu Glu 
195 

Gin Gly Val Leu 
210 

Gin Leu Val Glu 
225 

Lys Asn Arg Leu 

Ser Gin Trp Leu 
260 



5 

Ala Ala Leu Val 

Pro Ser Asn Ser 
40 

Arg Asp Glu Ser 
55 

Gly Ser Asp Trp 
70 

Ser Ser Ser Asp 
85 

Val Val Asp Phe 

Glu Gin Asn Glu 
120 

Ser Leu Val Leu 
135 

Ser Phe Gly Asn 
150 

Val He Ala Asn 
165 

Thr Leu Ser Ser 

Leu Ser Arg Lys 
200 

Cys Asp Asp Ser 
215 

Ala Gly Arg Met 
230 

Leu Glu Leu Asp 
245 



10 

Phe Phe Gly Leu 
25 

Arg Glu He Ala 

Arg Glu Lys Asp 
60 

Asn Gly Ser Cys 
75 

Phe He Ser Ala 
90 

Pro Arg His Thr 
105 

Asp Leu Lys Asn 

Leu Ser Pro Glu 
140 

Glu Asn Gly Ser 
155 

Asp Gin Glu Leu 
170 

Val Ala Leu Arg 
185 

Asp Phe Met Ala 

Phe Phe Leu Ser 
220 

Asp Ser Glu Glu 
235 

Pro Glu Asn Glu 
250 



15 

Gly Ala Ser Gin 
30 

Trp Tyr Val Asp 
45 

Leu Pro Met Leu 

Met Lys He Arg 
80 

Val Ala Asp Gin 
95 

Glu Leu Arg Asp 
110 

Arg Leu Tyr Val 
125 

Glu Arg Ala He 

Asn Leu Gly Glu 
160 

Glu Gin Val Phe 
175 

Lys Tyr Tyr Gin 
190 

Thr Ala Leu Glu 
205 

Glu Lys Phe Arg 

Cys Arg Ala Val 
240 

Gin Ser Arg He 
255 



(2) INFORMATIONS POUR LA SEQ ID NO: 608: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 481 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 594195 595637 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 60 8: 



Met Asn Thr Ala 
1 

Lys Glu Arg Phe 
20 

Gly Pro Thr Val 
35 

He Phe Glu Asp 
50 

Val Tyr His Val 
65 



He Asp Leu Phe 
5 

Leu Pro Val Asn 

Tyr Asp Tyr Ala 
40 

Leu Leu Lys Arg 
55 

Met Asn He Thr 
70 



Leu Tyr Asn Thr 
10 

Asp Pro Val Lys 
25 

His He Gly Asn 

Val Leu Leu Phe 
60 

Asp Val Asp Asp 
75 



Leu Ser Arg Glu 
15 

Leu Tyr Thr Cys 
30 

Phe Arg Thr Tyr 
45 

Leu Gly Tyr Ser 

Lys Thr Leu Ala 
80 
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1 








5 










1 0 










1 R 

1 _> 




j— i_y »d 


JL Hi. 


T ,D1 1 


JJCU 


AT f\ 


/lid 


i_i t; n 


VaX 




p"h o 

£ 1 1 1: 


b iy 


Leu 




Ala 
Ala 


Ser 


bin 








2 0 










25 
















vai 


L Y S 


7\1 a 


±11 JL 


X J- \J 




Asn 




Arg 


VjIU 


Tip 
lie 


r\±cx 


irp 


Tyr 


Val 


Asp 
















a n 










A ^ 








ryr 


bin 


blU 


Ala. 


Arg 


Asp 


olu 


Ser 


Arg 


bill 


Lys 


Asp 


Leu 


Pro 




Leu 




n 










_> 3 










a n 










LeU 


Jrne 


Fne 


Ser 


biy 


Ser 


Asp 


Trp 


Asn 


biy 


Ser 


Cys 




Lys 


Ti- 
ne 


Arg 


D _D 










n n 
/ u 










/ -D 










q n 


Asp 


GlU 


vai 


Leu 


Ser 


Ser 


Ser 


Asp 


Pne 


lie 


Ser 


Ala 


vai 


Ala 


Asp 


Gin 










o _> 










q n 










Q cr 




r>"H e~± 
rlie 


vai 


Cys 


val 


Val 


Val 


Asp 


Phe 


Pro 


Arg 


rll s 


xiir 


blU 


Leu 


Arg 


Asp 








inn 

1UU 










luJ 










1 1 u 






Pro 


Leu 


lie 


Asn 


bill 


bin 


Asn 


Glu 


Asp 


Leu 


Lys 


Asn 


Arg 


Leu 


Tyr 


vai 






1 1C 

11D 










120 










lz2 -D 








Asn 


Thr 




Pro 


Seir 


Leu 


Val 


Leu 


Leu 


Ser 


Pro 


blU 


blU 


Arg 


*i , 
Ala 


Ti- 
ne 




Tin 
X j u 










135 










i A n 










Tyr 


Lys 


lie 


blU 


Ser 


jrne 


Gly Asn 




Asn 


pi, r 

vjj 1 y 


Ser 


Asn 


Leu 


b iy 


pi,, 

blU 


J. 4t J 










150 










1 cc 
i j j 










i ^ n 

1DU 


Ser 


Leu. 


Cys 


Arg 


val 


lie 


Ala 


Asn 


Asp 


bin 


Pill 
bill 


Leu 


pi n 

b 1U 


bin 


va i 


irne 










lOD 










1 / u 










1 / J 




Pro 


Leu 


lie 


Pro 


Thr 


Leu 


Ser 


Ser 


val 


nla 


Leu 


Arg 


Lys 


Tyr 


Tyr 


bin 








1 fto 










185 










i on 

JL J? \J 






Leu 


Ala 


GlU 


GlU 


Leu 


Ser 


Arg 


Lys 


Asp 


Phe 


Met 


Ala 


Thr 


Ala 


Leu 


Glu 






195 










200 










205 








Gin 


Gly 


Val 


Leu 


Cys 


Asp 


Asp 


Ser 


Phe 


Phe 


Leu 


Ser 


Glu 


Lys 


Phe 


Arg 




210 










215 










220 










Gin 


Leu 


Val 


Glu 


Ala 


Gly Arg Met 


Asp 


Ser 


Glu 


Glu 


Cys 


Arg 


Ala 


Val 


225 










230 










235 










240 


Lys 


Asn 


Arg 


Leu 


Leu 


Glu 


Leu 


Asp 


Pro 


Glu 


Asn 


Glu 


Gin 


Ser 


Arg 


He 










245 










250 










255 




Ser 


Gin 


Trp 


Leu 



























260 



(2) INFORMATIONS POUR LA SEQ ID NO : 608: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 481 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 594 19 5 59 5 637 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 608: 



Met 


Asn 


Thr 


Ala 


He 


Asp 


Leu 


Phe 


Leu 


Tyr 


Asn 


Thr 


Leu 


Ser 


Arg 


Glu 


1 








5 










10 










15 




Lys 


Glu 


Arg 


Phe 


Leu 


Pro 


Val 


Asn 


Asp 


Pro 


Val 


Lys 


Leu 


Tyr 


Thr 


Cys 








20 










25 










30 






Gly 


Pro 


Thr 


Val 


Tyr 


Asp 


Tyr 


Ala 


His 


He 


Gly 


Asn 


Phe 


Arg 


Thr 


Tyr 






35 










40 










45 








He 


Phe 


Glu 


Asp 


Leu 


Leu 


Lys 


Arg 


Val 


Leu 


Leu 


Phe 


Leu 


Gly 


Tyr 


Ser 




50 










55 










60 










Val 


Tyr 


His 


Val 


Met 


Asn 


He 


Thr 


Asp 


Val 


Asp 


Asp 


Lys 


Thr 


Leu 


Ala 


65 










70 










75 










80 
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Gly Ala Arg Lys 

lie His Ala Phe 
100 

Asp Ala Tyr Pro 
115 

lie Gin Gin Leu 
130 

Ser Val Tyr Phe 
145 

His Leu Asn Leu 

Glu Tyr Asp Lys 
180 

Asp Pro Asp Arg 
195 

Gly Arg Pro Gly 
210 

Leu Gly Gin Ser 
225 

Pro His His Glu 

Pro Phe Val Arg 
260 

Lys Lys Met Ser 
275 

Leu Asp Gin Gly 
290 

Gly His Tyr Arg 
305 

Ser Arg Gin Ser 

Asp Pro - Ser Tyr 
340 

Cys Gin Ser Phe 
355 

Asn lie Ser Ser 
370 

Asn Ser Ser lie 
385 

Ser Val Phe Ser 

Lys lie Asp Gin 
420. 

Pro Glu Glu Val 
435 

Val Lys Asn Trp 
450 

Arg Gly Phe Ala 

465 

Leu 



Lys Gly Cys Ser 
85 

Phe Ala Asp Leu 

His Ala Thr His 
120 

lie Asn Gin Gly 
135 

Ser lie Ser Gin 
150 

Glu Glu Leu Arg 
165 

Asp Asn Leu Cys 

Asp Gly Glu lie 
200 

Trp His Leu Glu 
215 

Leu Asp lie His 
23 0 

Asn Glu lie Ala 
245 

Tyr Trp Leu His 

Lys Ser Leu Gly 
280 

Phe Ser Gly Glu 
295 

Thr Gin Leu Asn 
310 

Leu Lys Arg Leu 
325 

Pro Asp Asp lie 

Leu Glu Thr Phe 
360 

Ser Leu Ala Ala 
375 

Asp Gin His Thr 
3 90 

Lys Gin Asp Ala 
405 

Val Leu Gly Val 

Leu Leu Leu Val 
440 

Gin Glu Ala Asp 
455 

lie Glu Asp Gly 
47 0 



Leu Glu Lys Tyr 
90 

Glu Thr Leu His 
105 

Tyr lie Pro Gin 

Val Ala Tyr lie 
140 

Phe Pro Asn Tyr 
155 

Asn Ser Ala Arg 
170 

Asp Phe Val Leu 
185 

Phe Trp Glu Ser 

Cys Ser lie Met 
220 

Ala Gly Gly Val 
235 

Gin Ser Glu Ser 
250 

Ser His His Leu 
265 

Asn Phe Phe Thr 

Glu Val Arg Tyr 
300 

Phe Thr Gin Glu 
315 

Arg Asp Phe lie 
330 

lie His Pro Glu 
345 

lie Thr Ser Leu 

Leu Phe Asp Phe 
380 

Gly He Gin Thr 
395 

Gin His He Leu 
410 

Leu Pro Phe Ser 
425 

Glu Gin Arg Glu 

Arg Leu Arg Asp 
460 

Lys Thr Gly Met 
475 



Cys Gin Pro Tyr 
95 

He Leu Lys Ala 
110 

Met He Glu Ala 
125 

Gly Gin Asp Gin 

Gly Ala Leu Ser 
160 

He Asp Ala Asp 
175 

Trp Lys Ala Tyr 
190 

Pro Phe Gly Lys 
205 

Ser Met Ser Leu 

Asp Asn He Phe 
240 

Leu Thr His Lys 
255 

Leu Val Asp Arg 
270 

Leu Arg Asp Leu 
285 

Leu Leu Leu Gin 

Gly Leu His Ala 
320 

Cys Arg Leu Glu 
335 

Val Ala Thr Ala 
350 

Thr Asn Asp Leu 
365 

He Arg Lys He 

Glu Thr Asp Ser 
400 

Ala Leu Leu Arg 
415 

Gin Pro Asp He 
430 

Ala Ala Arg Lys 
445 

Glu He Leu Ser 

Lys Val Lys Lys 
480 



(2) INFORMATIONS POUR LA SEQ ID NO: 609: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 161 acides amines 

(B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 59 5 64 0 59 6122 ) 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 609: 



Asn 


Phe 


Arg 






Asn 


T 1 a, 


Ser 


Pro 


Glu 


Lys 


rnr 


Tyr 


Val 


His 


Ala 


1 








5 










10 










lb 




Ser 


Arg 


Gly 


Glu 


Leu 


He 


Ala 


Leu 


Leu 


Phe 


Asp 


Glu 


Leu 


Val 


Cys 


Asp 








20 










25 










30 


Lys 


Leu 


He 


Ala 


Pro 


His 


His 


He 


Thr 


Asp 


His 


Pro 


Leu 


Glu 


Thr 


Thr 






35 










40 










45 








Pro 


Leu 


Cys 


Lys 


Thr 


Leu 


Arg 


Ser 


Gly Asp 


Glu 


Thr 


Leu 


Val 


Glu 


Arg 




50 










55 










60 








Phe 


Glu 


Ser 


Phe 


Cys 


Leu 


Gly 


Lys 


Glu 


Leu 


Cys 


Asn 


Ala 


Tyr 


Ser 


Glu 


65 










70 










75 








80 


Leu 


Asn 


Asp 


Pro 


Leu 


Gin 


Gin 


Arg 


Lys 


Leu 


Leu 


Glu 


Glu 


Gin 


Met 


Arg 










85 










90 










95 


Lys 


Lys 


Ala 


Leu 


Asn 


Pro 


Asp 


Ser 


Glu 


Tyr 


His 


Pro 


He 


Asp 


Glu 


Glu 








100 










105 










110 






Phe 


Leu 


Glu 


Ala 


Leu 


Cys 


Gin 


Gly 


Met 


Pro 


Pro 


Ala 


Gly 


Gly 


Phe 


Gly 






115 










120 










125 






He 


Gly 


He 


Asp 


Arg 


Leu 


Val 


Met 


Met 


Leu 


Thr 


Asp 


Ala 


Ala 


Ser 


He 




130 










135 










140 










Arg 


Asp 


Val 


Leu 


Phe 


Phe 


Pro 


Val 


Met 


Arg 


Arg 


He 


Glu 


Ala 


Lys 


Lys 


145 










150 










155 










160 



Asp 



(2) INFORMATIONS POUR LA SEQ ID NO: 610: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 237 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE JGENOME : complement ( 59 61 54 .. 5 9 6864 ) 



(xi) 


DESCRIPTION DE LA 


SEQUENCE: SEQ ID NO 


: 610 : 








Glu 


He 


Ala 


Lys 


Pro 


Phe 


Arg 


Lys 


Glu 


Thr 


Pro 


Lys 


Val 


Arg 


Phe 


Ala 


1 








5 










10 








15 




Gly 


Arg 


Leu 


Val 


Leu 


Phe 


Arg 


Ser 


Met 


Gly 


Lys 


Asn 


Ala 


Phe 


Gly 


Gin 








20 










25 










30 




He 


Leu 


Asp 


Asn 


Asp 


Ala 


Lys 


He 


Gin 


Val 


Met 


Phe 


Asn 


Arg 


Asp 


Phe 






35 










40 










45 






Ser 


Ala 


Val 


Ala 


Gly 


Leu 


Ala 


Ala 


Asp 


Ala 


Gly 


He 


Ser 


Pro 


He 


Lys 




50 










55 










60 








Phe 


He 


Glu 


Lys 


Lys 


Leu 


Asp 


Leu 


Gly 


Asp 


He 


Leu 


Gly 


Leu 


Glu 


Gly 


65 










70 










75 










SO 


Tyr 


Leu 


Phe 


Phe 


Thr 


His 


Ser 


Gly 


Glu 


Leu 


Thr 


Val 


Leu 


Val 


Glu 


Thr 










85 










90 










95 
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V ct J. 


j-iixr 


Leu 


Leu 


Cys 


Lys 


Ser 


Leu 


lie 


Ser 


Leu 


Pro 


Asp 


Lys 


His 


Ala 








xuu 










1 U _) 










1 1 u 






L*iy 


Leu. 


Ala 


Asp 


Lys 


v?lU 


T 1 a. 

ne 


Arg 


Tyr 


Arg 


Lys 


Arg 


Trp 


Ala 


Asp 


Leu 






1 1 c 

J. J. j 










i *? n 

1 z u 










125 








i le 


Ser 


Ser 


JLU 


Asp 


vai 


Arg 


Lys 


Thr 


File 


Leu 


Thr 


Arg 


Ser 


Arg 


He 














i -iq 
J. j j 










140 










Leu. 


Lys 


Leu 


±±e 


Arg 


pin 

t^lU 


Tyr 


wee 


Asp 


Cj in 


Gin 


Ser 


Phe 


Leu 


Glu 


Val 












i cn 










ICC 

lbb 










160 


Glu 


Thr 


Pro 


lie 


Leu 


Gin 


Thr 


Val 


Tyr 


Gly 


Gly 


Ala 


Glu 


Ala 


Thr 


Pro 










165 










170 










175 




Phe 


Val 


Thr 


Thr 


Leu 


Gin 


Gly 


Leu 


His 


Ala 


Glu 


Met 


Phe 


Leu 


Arg 


He 








180 










185 










190 






Ser 


Leu 


Glu 


He 


Ala 


Leu 


Lys 


Lys 


Leu 


Leu 


Val 


Gly Gly 


Met 


Ser 


Arg 






195 










200 










205 








Val 


Tyr 


Glu 


He 


Gly 


Lys 


Val 


Phe 


Arg 


Asn 


Glu 


Gly 


He 


Asp 


Arg 


Thr 




210 










215 










220 










His 


Asn 


Pro 


Glu 


Phe 


Thr 


Met 


He 


Glu 


Ala 


Ala 


Ser 


Met 








225 










230 










235 













(2) INFORMATIONS POUR LA SEQ ID NO : 611: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 150 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 5 97282 5 9773 1 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 611: 



Gly 


Ala 


Cys 


Ser 


Ser 


His 


Val 


Trp 


Arg 


Ser 


Gin 


Leu 


Leu 


Val 


Leu 


Leu 


1 








5 










10 










15 




Gin 


Asn 


Val 


Val 


Leu 


Arg 


Val 


Arg 


Arg 


Arg 


Ser 


Asn 


Arg 


Val 


Ala 


Glu 








20 










25 










30 






Thr 


Gly 


He 


His 


Trp 


Met 


Ser 


Tyr 


Gin 


Asp 


Ala 


Leu 


Asn 


Lys 


Ala 


Lys 






35 










40 










45 








Gin 


Glu 


Gly 


Lys 


His 


Val 


Ala 


Val 


Phe 


Phe 


Thr 


Gly 


Ser 


Asp 


Trp 


Cys 




50 










55 










60 










He 


Trp 


Cys 


Met 


Arg 


Met 


Gin 


Asp 


Gin 


He 


Leu 


Gin 


Thr 


Ala 


Ala 


Phe 


65 










70 










75 










80 


Ser 


Glu 


Phe 


Asp 


Lys 


Gin 


Tyr 


Leu 


Cys 


Met 


Val 


Glu 


He 


Asp 


Phe 


Pro 










85 










90 










95 




His 


Asn 


Lys 


Glu 


Gin 


Thr 


Ala 


Glu 


Gin 


Lys 


Glu 


Gin 


Asn 


Arg 


His 


Leu 








100 










105 










110 






Lys 


Ser 


Leu 


Tyr 


Ser 


Val 


Asp 


Gly 


Phe 


Pro 


Thr 


Leu 


Val 


Phe 


Leu 


Asp 






115 










120 










125 








Ser 


Glu 


Gly 


Xaa 


Glu 


Val 


Ala 


Lys 


Met 


Gly 


Phe 


Glu 


Pro 


Gly 


Gly 


Gly 




130 










135 










140 










Gly 


His 


Met 


Phe 


He 


Asp 























145 150 



(2) INFORMATIONS POUR LA SEQ ID NO: 612: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 7 62 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 598524 600809 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 612: 



Lys 


Arg 


irne 


ber 


lie 


Lys 


Lys 


Arg 




Met 


Asp 


Pro 


Thr 


His 


Gin 


Pro 


X 








c 
D 










1 u 










1 b 




it 1 1 fcr 


Arg 


Leu 


Tyr 


M.ld 


pin 

1 Li. 


vd.1 


lie 


vai 


Asn 


ai -j 

Aid 


Asn 


Tla 

lie 


Asn 


Lys 


Tift 

lie 


















Z _) 










J u 






J_itr U 


Asp 


xyr 


k» x_y 


Tip 

lie 




TV 1 




Leu 


fin 

ulU 


Asn 


Leu 


vai 


rpV-v v- 

inr 


vai 


c»iy 
















a n 










A c 
4 b 








S81T 


Val 


Vo.X 


Lys 


vai 


Pro 


Leu 


Pin 

bin 


Arg 


Lys 


Leu 


inr 


Asn 


Asp 


Lys 


Tyr 




D u 




















D U 










Lys 


T "1 

lie 




lie 


vai 


Leu 


Lys 


lie 


Lys 


Ser 


Ser 


Ser 


Asp 


Pne 


Val 


His 


D 3 




















*"7 C 

/ b 










8 0 


Val 


x xe 


tjj xn 


Pro 


Tl « 

lie 


Leu 


Asp 


lie 


Ser 


Tyr 


Oil! 

(jIU 


oiy 


lie 


inr 


Leu 


Pro 










o c 

O D 










9 0 










95 




pin 

bin 


Asp 


Leu 


lie 


Asp 


Leu 


lie 


irne 


Trp 


Tin 

lie 


Ser 


pl n 

l» in 


Tyr 


Tyr 


T^V-k ft 

pne 


Cys 








1 Art 










10b 










110 






Pro 


Leu 


Gly 


Ser 


Ala 


Val 


Ser 


Leu 


Phe 


Leu 


Pro 


Thr 


Val 


Tyr 


Ala 


Gin 






lib 










120 










125 








inr 


HIS 


Ser 


inr 


Lys 


HIS 


Cjin 


Asn 


Asn 


val 


Pne 


Leu 


Gly 


Gin 


Asn 


Ala 














1 J b 










140 










Glu 


Arg 


Thr 


Gin 


Glu 


lie 


Leu 


Lys 


Thr 


Leu 


Asp 


Asn 


Pro 


Gin 


Gin 


lie 


14 5 










150 










155 










160 


Ala 


Val 


Leu 


Arg 


Lys 


Leu 


Leu 


Lys 


Thr 


Thr 


Lys 


Pro 


Leu 


Thr 


Pro 


Pro 










165 










170 










175 




Glu 


Leu 


Met 


Arg 


Lys 


Thr 


Glu 


Val 


Ser 


Ala 


Lys 


Thr 


Leu 


Asp 


Ala 


Leu 








180 










185 










190 






Val 


Lys 


Gin 


Lys 


Phe 


He 


Arg 


He 


Val 


Asp 


Ser 


Ala 


Asp 


Leu 


Glu 


He 






195 










200 










205 








Gin 


Asp 


Glu 


Gin 


Leu 


His 


Tyr 


Phe 


Leu 


Pro 


Glu 


Thr 


Pro 


Thr 


Leu 


Asn 




210 










215 










220 










Gin 


Glu 


Gin 


Leu 


Asp 


Ala 


He 


Asn 


Thr 


He 


Ser 


Gin 


Ser 


Leu 


Val 


Ala 


225 










230 










235 










240 


Glu 


Gin 


Phe 


Gin 


Thr 


Cys 


Leu 


Leu 


Phe 


Gly 


Val 


Thr 


Gly 


Ser 


Gly 


Lys 










245 










250 










255 




Thr 


Glu 


Val 


Tyr 


Leu 


Gin 


Val 


He 


Arg 


Lys 


Ala 


Arg 


Ala 


Leu 


Gly 


Lys 








260 










265 










270 






Ser 


Val 


He 


Leu 


Leu 


Val 


Pro 


Glu 


Val 


Ala 


Leu 


Thr 


He 


Gin 


Thr 


Leu 






275 










280 










285 








Ser 


Phe 


Phe 


Lys 


Met 


His 


Phe 


Gly 


Ser 


Glu 


Val 


Gly 


Val 


Leu 


His 


Tyr 




290 










295 










300 










Lys 


Leu 


Ser 


Asp 


Ser 


Glu 


Arg 


Thr 


Gin 


Thr 


Trp 


His 


Lys 


Ala 


Ser 


Arg 


305 










310 










315 










320 


Gly 


Leu 


He 


Asn 


He 


He 


He 


Gly 


Pro 


Arg 


Ser 


Ala 


He 


Phe 


Cys 


Pro 










325 










330 










335 




He 


Gin 


Asn 


Leu 


Gly 


Leu 


He 


He 


Val 


Asp 


Glu 


Glu 


His 


Asp 


Ser 


Ala 








340 










345 










350 






Tyr 


Lys 


Gin 


Ser 


Asp 


Leu 


Pro 


Pro 


Phe 


Tyr 


Gin 


Ala 


Arg 


Asp 


Val 


Ala 






355 










360 










365 








Val 


Met 


Arg 


Gly 


Lys 


Met 


Thr 


Asn 


Ala 


Thr 


Val 


He 


Leu 


Gly 


Ser 


Ala 




370 










375 










380 











1342 



±1117 


Pro 




Leu 


pin 

oJ.ll 




iyr 


nil 


noli 


Ala 
Ala 


Leu 


Ser 


Lys 


Lys 


Tyr 


inr 












•jon 

._> _7 (J 










j ? 










a n n 
^uu 


Leu 


Ssr 


Val 


Leu 


oei 


Lys 


Arg 


Ala 


ocl 


i nr 


Ser 


inr 


Pro 


inr 


Lys 


vai 










a n r 










a i n 

y lu 










/I 1 c 
413 




DVi ft 

fne 


Leu 


lie 


Asp 


jxiec 


Asn 


Leu 


pin 
biU 


Tl 

lie 


bill 


Lys 


inr 


Arg 


Lys 


Lys 


Pro 


















42 5 










/1 -in 






riie 


"DVi ft 


Ser 


p 1 r\ 

bin 


1 111 


val 


Tift 

lie 


Arg 


Ser 


lie 


bill 


Pin 

bin 


Arg 


Leu 


b 1U 


vai 






ft J J 










f± f± VJ 










A A ^ 

f± f± D 








flip 

b ly 


Pin 

b 1U 


Pirn 

bin 


ini7 


Tic 

lie 


Tl A 

lie 


irne 


rne 


Asn 


Arg 


Arg 


biy 


irne 


ill S 


Thr 


Asn 




/i c; n 
_> U 










/ICC 

D D 










/t ^ n 
4t 0 u 










val 


Ser 


Cys 


S er 


Ser 


Cys 


Lys 


Tyr 


1 Xli 


Leu 


Lys 


Cys 


Pro 


HI S 


Cys 


Asp 


A & ^ 






























/on 
ft O U 




T 1 0 

lie 


Leu 


inir 


rile 


MIS 


Lys 


Tnr 


fin 
bill 


Arg 


lie 


Leu 


Leu 


Cys 


T_J T <— 

HIS 


Leu 










a q c: 
o _> 










4t 3 u 










A Q C. 

4 y 3 




Cys 


Asn 


Thr 


Arg 


Leu 


Ser 


Lys 


Pro 


Tl Q 

lie 


inr 


Ser 


Cys 


Pro 


bin 


Cys 


Leu 








j u u 










D U J 










jIU 






P 1 ir 
biy 


Thr 


Ma t- 


i nir 


Leu 


bin 


Tyr 


Arg* 


biy 


Thr 


Pl »r 

biy 


inr 


bill 


Lys 


T T ft 

lie 


Pin 
bill 






JX J 










con 










JZ J 








rn"U — 

inr 


Leu 


Leu 


Air Q" 


p_ i n 


Iriie 


Jr lifer 


x 1. 


1X11 


Ala 
Ala 


Arg 


1111 


T 1 ft 

lie 


Arg 


Leu 


Asp 




J J u 










_J _} _> 










J4 U 










Ser 


Asp 


±111. 


i in 


Arg 




Ar 5 


biy 




nib 


Asp 


Ala 

Ala 


Leu 


vai 


Lys 


fin 

bin 


C /l c 
D fi D 










J _> u 










R c R 










c; c n 


2r 1 1 fcr 




111 17 


b iy 


r 

Lys 


nla 


Asp 


Tip 
lie 


JjGU 


lie 


Plw 

oiy 


1 111 


bill 


1x1 e i_ 


T 1 ft 

lie 


Ala 

Ala 










J O J 










57 0 














Lys 


biy 


1X1 e L. 


rii o 


Ph o 
Iriie 


±r± w 


Ala 


v a i 


1 111 


Leu 


Q 0 T~ 


v a 1 


val 


Leu 


Ser 


C 1 \r 
biy 








J O \J 










585 










j .7 w 






Asp 


Self 


biy 


Leu 


lyr 


T 1 O 
11c 


xrl v~> 


Asp 




Arg 


Ala 

Ala 


Ala 

Ala 


blu. 


pl n 

bin 


Val 


iriie 






J -7 J 










600 










0 \J j 








bin 


Leu 


Tie* 

lie 


±n± 


bin 


Vai 


inr 


biy 


Arg 


Ser 


biy 


Arg 


Car 

oei 


nIS 


Leu 


Pro 




£ -i n 

D1U 










Dl J 










DZU 










b iy 


P 1 1 1 


V d X 


Leu 


Tin 
lie 


C 1 Tl 
bill 


llli 


XT 1 lC 


Leu 


Pro 


p1 n 
bill 


Asn 


Ser 


1111 


T 1 0 
lie 


Ser 


O ^ _) 










63 0 










63 5 










fid 0 


nIS 


Ala 


Leu 


Ala 
Aid 


bill 


Asp 


±r lifer 


Pro 


A T -a 
Ala 


iriie 


Tyr 


Lys 


C 1 1 1 
bill 


bill 


Tift 

lie 


Leu 










C/1 C 
Df± J 










o _> u 










ODD 




b iy 


Arg 


Lys 


vai 


Cys 


Asn 


Tyr 


Pro 


Pro 


irne 


inr 


Arg 


Leu 


T T ft 

lie 


Arg 


Cys 








fi fi n 










ft R 










D / U 






Tift. 

lie 


rne 


Leu 


P 1 ^ r 

biy 


Lys 


Cys 


Ser 


Asp 


Tyr 


inr 


Leu 


Lys 


pi 

blU 


inr 


pi n 
bin 


Arg 






67 R 










68 0 










685 








Val 


His 


Thr 


Leu 


He 


Lys 


Gin 


Asn 


Leu 


Asp 


Ser 


Gin 


Ala 


Ser 


Leu 


Met 




690 










695 










700 










Glu 


lie 


Ser 


Pro 


Cys 


Gly 


His 


Phe 


Lys 


Val 


Lys 


Asp 


Leu 


Phe 


His 


Tyr 


705 










710 










715 










720 


Gin 


Phe 


Leu 


He 


Lys 


Thr 


Arg 


Asn 


He 


Leu 


Val 


Ala 


Asn 


Lys 


Gin 


He 










725 










730 










735 




Gin 


Glu 


Ala 


Leu 


Ala 


Ala 


Ala 


Lys 


Leu 


Ser 


Ser 


Lys 


Val 


Arg 


Cys 


He 








740 










745 










750 






Val 


Asp 


Val 


Asp 


Pro 


Val 


Thr 


Thr 


Phe 


Phe 















755 760 



(2) INFORMATIONS POUR LA SEQ ID NO : 613: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 381 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 
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(viii) POSITION DANS LE GENOME: complement ( 600734 60187 6 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 613: 



GlV 


Lys 


Trr> 


Val 


Leu 


Lys 


Glu 


Ala 


Leu 


Ser 


He 


Asp 


Phe 


He 


Thr 


Asn 


1 








5 










10 










15 




Asp 


Phe 


Leu 


Glv 


Phe 


Ser 


Arg 


Leu 


Asp 


Ser 


Leu 


Val 


His 


Ala 


Val 


Glu 








20 










25 










3 0 






Ala 


Arg 


Tvr 


Arg 


Leu 


TVr 


Cys 


Arg 


Asp 


Lys 


Pro 


His 


Ala 


Gin 


Leu 


m v 






35 










40 










45 








Tvr 


Glv 


Glv 


Ser 


Arg 


Ala 


He 


Leu 


Glv 


Ser 


Ser 


Ser 


Leu 


Leu 


Asp 


Gly 




50 










55 










60 










Val 


GlU 


His 


Gin 


lie 


Ala 


His 


Phe 


His 


Gly Ala 


Pro 


Glu 


Ala 


Leu 


He 


65 










70 










75 










80 


Leu 


Pro 


Ser 


Glv 


Phe 


Val 


Ala 


Asn 


Thr 


Ala 


He 


Cys 


Ala 


His 


Leu 


Ser 










85 










90 










9 5 




Ser 


Val 


Ala 


Asp 


Tyr 


Val 


Leu 


Trp 


Asp 


Glu 


Gin 


Val 


His 


He 


Ser 


Val 








100 










105 










110 






Ser 


Tvr 


Asn 


Leu 


Ser 


Val 


Phe 


Leu 


Ser 


Glv 


±s -hf 


His 


Gin 


Ser 


Phe 


Arg 






115 










120 










125 








His 


Asn 


Asp 


Leu 


Asp 


His 


Leu 


Glu 


Ser 


Leu 


Leu 


Glu 


Ser 


Cys 


Gin 


Gin 




13 0 










13 5 










140 










Arg 


Glv 


Phe 


Gin 


Arg 


Val 


Phe 


lie 


Leu 


Val 


Cys 


Ser 


Val 


xy x 


Ser 


Phe 


145 










150 










155 










160 


Lys 


Glv 


Ser 


Phe 


Ala 


Pro 


Leu 


Glu 


Gin 


He 


Val 


Ala 


Leu 


Ser 


His 


Gin 










165 










170 










175 




x y s ~ 


His 


Ala 


Gin 


Leu 


He 


Val 


Asp 


Glu 


Ala 


His 


Ala 


v d -L 


Vjj JL_y 


Leu 


Phe 








18 0 










JL O -J 










1 Qfl 

x j yj 






Gly 


Asp 


Ala 


Gly 


Lys 


Gly 


Phe 


Cys 


Ala 


Ser 


Leu 




r P\/'T" 

1 y L 




Asn 


Phe 






195 










2 00 










2 0 5 








TVr 


Ser 


Val 


Leu 


Val 


Thr 


Phe 


Ser 


Lys 


Ala 


Leu 


Gly 


Ser 




Gly Ala 




£t X.\J 










215 




















Ala 




Leu 


Ser 


Ser 


Cys 


Asp 


Arg 


Lys 


Gin 


Asp 


T .D1 1 
LltzU 


JL J. 


Lys 


Glu 


Pro 


jCj ^> 










23 0 










235 










240 


Met 


Val 


Ser 


Leu 


Ser 


Thr 


Gly 


He 


Pro 


Pro 


Tyr 




Leu 


Vd X 


Ser 


He 










£t *d J 










250 










255 




Gin 


Val 


Ala 


Tvr* 


Glu 


Phe 


Leu 


Ser 


Gin 


Glu 


Gly 


Glu 


Leu 


Ala 


Arg 


Thr 








260 










265 










270 






Arg 


Leu 


Arg 


Arg 


He 


Arg 


Asp 


Tyr 


Phe 


Ala 


Gin 


Lys 


He 


Ser 


Trp 


Ala 






275 










280 










285 








Ala 


Ala 


Gly 


Phe 


Val 


Gin 


Pro 


Leu 


Ser 


Leu 


Pro 


Gly 


He 


Ser 


Glu 


Gin 




290 










295 










300 










Glu 


Leu 


Tyr 


Gin 


Lys 


Leu 


Val 


Ala 


Thr 


Gly 


He 


Arg 


Val 


Gly 


Val 


Ala 


305 










310 










315 










320 


Cys 


Pro 


Pro 


Thr 


Gly 


Lys 


Val 


Leu 


Arg 


Ala 


Asn 


Leu 


His 


Ala 


Phe 


Asn 










325 










330 










335 




Thr 


Glu 


Gin 


Glu 


Val 


Asp 


He 


Leu 


Val 


Ser 


Leu 


Leu 


Ala 


Thr 


Glu 


Gin 








340 










345 










350 






Val 


Thr 


Tyr 


Gin 


Lys 


Asn 


Val 


Val 


Thr 


Gly 


Ser 


Thr 


Ser 


Thr 


Met 


Gin 






355 










360 










365 








Arg 


Thr 


Leu 


Glu 


Asp 


Asn 


Phe 


Ala 


Ala 


Ala 


Asn 


Ala 


Ser 









370 375 380 



(2) INFORMATIONS POUR LA SEQ ID NO: 614: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 53 8 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 601910 .. 603 523 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 614: 



Glu 


Met 


Arg 


Asp 


Asn 


Arg 


Asn 


Thr 


Ala 


Arg 


Ser 


Lys 


Arg 


Gly 


Lys 


Leu 


I 








D 










1 U 










15 




Arg 


Ser 


Glu 


Lys 


Thr 


Val 


Leu 


Arg 


Ser 


Phe 


Leu 


Lys 


Leu 


Cys 


Ala 


Glu 








Z U 










2 5 










3 0 






Met 


Thr 


Thr 


Ala 


Thr 


Val 


Phe 


Trp 


Asp 


Glu 


Gin 


Leu 


Gly 


Lys 


Leu 


Ser 






J b 










4 0 










4 5 








Tyr 


Asn 


Gin 


Val 


Tyr 


Lys 


Ala 


Val 


Cys 


Ala 


Leu 


Ala 


Thr 


Arg 


Leu 


Ala 




b U 










bb 










60 










Asn 


Tyr 


Pro 


Asp 


Gin 


His 


He 


Gly 


He 


Met 


Met 


Pro 


Ala 


Ser 


Ala 


Gly 


ob 










7 0 










75 










80 


Ala 


Tyr 


I le 


Ala 


Tyr 


Pne 


Ala 


Thr 


Leu 


Leu 


Ser 


Gly 


Lys 


He 


Pro 


Val 










8 b 










90 










95 




Met 


He 


Asn 


Trp 


Ser 


Gin 


Gly 


Leu 


Arg 


Glu 


Val 


Thr 


Ala 


Cys 


Ala 


Asn 








100 










105 










110 






Leu 


Val 


Gly 


Val 


Thr 


His 


Val 


He 


Thr 


Ala 


Lys 


Pro 


Leu 


Met 


Gin 


Lys 






115 










120 










125 








Leu 


Ala 


Gin 


Thr 


His 


Gly 


Glu 


Asp 


Ala 


Glu 


Tyr 


Pro 


Phe 


Ser 


Leu 


Xaa 




13 0 










13 5 










140 










Phe 


Leu 


Asp 


Glu 


Val 


Arg 


Lys 


Glu 


Leu 


Ser 


Phe 


Leu 


Glu 


Lys 


Cys 


Arg 


145 










150 










155 










160 


Val 


Gly 


He 


Cys 


Met 


Ser 


He 


Pro 


Phe 


Glu 


Trp 


Met 


Met 


Arg 


Trp 


Phe 










16b 










170 










175 




Gly 


Val 


Phe 


Asp 


Lys 


Asp 


Pro 


Glu 


Asp 


Val 


Ala 


Val 


He 


Leu 


Phe 


Thr 








180 










185 










190 






Ser 


Gly 


Thr 


Glu 


Lys 


Leu 


Pro 


Lys 


Gly 


Val 


Pro 


Leu 


Thr 


Asn 


Ala 


Ser 






1 ft c 

19b 










2 00 










205 








Leu 


Leu 


Ala 


Asn 


Gin 


Arg 


Ala 


Cys 


Phe 


Asp 


Cys 


Phe 


Ser 


Pro 


Lys 


Glu 




210 










215 










220 










Asp 


Asp 


Ala 


Met 


He 


Ser 


Phe 


Leu 


Pro 


Pro 


Phe 


His 


Ala 


Tyr 


Gly 


Phe 


O *? Q 
Z Z O 










i *i n 
Z j u 










Tic 

Z J b 










24 0 


Asn 


Ser 


Cys 


Thr 


Leu 


Phe 


Pro 


Leu 


Leu 


Ser 


Gly 


He 


Pro 


Val 


Val 


Phe 










245 










250 










255 




Ala 


Tyr 


Asn 


Pro 


Leu 


Tyr 


Ala 


Lys 


Lys 


He 


Val 


Glu 


Met 


He 


Asp 


Glu 








260 










265 










270 






Ala 


Lys 


Val 


Thr 


Leu 


Leu 


Gly 


Ser 


Thr 


Pro 


Val 


Phe 


Leu 


Ser 


Tyr 


He 






275 










280 










285 








He 


Asn 


Ala 


Ala 


Lys 


Lys 


Ser 


Glu 


Thr 


Thr 


Leu 


Pro 


Ser 


Leu 


Arg 


Phe 




290 










295 










300 










Val 


Val 


Val 


Gly 


Gly 


Asp 


Val 


Phe 


Lys 


His 


Ser 


Leu 


Tyr 


Gin 


Glu 


Ala 


305 










310 










315 










320 


Leu 


Lys 


Thr 


Phe 


Pro 


His 


Val 


Gin 


Leu 


Arg 


Gin 


Gly 


Tyr 


Gly 


Thr 


Thr 










325 










330 










335 




Glu 


Cys 


Ser 


Pro 


Val 


He 


Thr 


He 


Asn 


Thr 


Val 


Asn 


Ser 


Pro 


Lys 


His 








340 










345 










350 






Glu 


Ser 


Cys 


Val 


Gly 


Met 


Pro 


Val 


Arg 


Gly 


Met 


Glu 


Val 


Leu 


He 


Val 






355 










360 










365 








Ser 


Glu 


Glu 


Thr 


Lys 


Val 


Pro 


Val 


Ser 


Thr 


Gly 


Val 


Thr 


Gly 


Leu 


Val 




370 










375 










380 










Leu 


Thr 


Arg 


Gly 


Thr 


Ser 


Leu 


Phe 


Lys 


Gly 


Tyr 


Leu 


Gly 


Glu 


Asp 


Phe 
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385 390 395 400 

Gly His Gly Phe lie Glu Leu Ala Gly Glu Thr Trp Tyr Val Thr Gly 

405 410 415 

Asp Leu Gly Tyr Val Asp Arg His Gly Glu Leu Phe Leu Lys Gly Arg 

420 425 430 

Leu Ser Arg Phe Val Lys lie Gly Ala Glu Met Val Ser Leu Glu Ala 

435 440 445 

Met Glu Ser lie lie Met Glu Gly Cys Gly Gin Asn Ala Ala Asp His 

450 455 460 

Pro Leu Val Val Cys Gly Leu Pro Gly Glu Lys Glu Arg Leu Cys Leu 
465 470 475 480 

Phe Thr lie Phe Pro Thr Ser Val Ser Glu Val Asn Asp lie Leu Lys 

485 490 495 

Asn Ser Lys Thr Ser Asn Leu Leu Lys lie Ser Tyr His His Gin Val 

500 505 510 

Glu Ala lie Pro Met Leu Gly Thr Gly Lys Pro Asp Tyr Cys Ser Leu 

515 520 525 

Asn Ala Leu Ala Lys Arg Leu Phe Ser Glu 
530 535 



(2) INFORMATIONS POUR LA SEQ ID NO : 615: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 88 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 603 53 1 603794 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 615: 



Leu 


Arg 


His 


Arg 


He 


Trp 


Gly 


Ser 


Ser 


Phe 


Ser 


Arg 


Tyr 


Arg 


Thr 


Gly 


1 








5 










10 










15 




Ser 


Thr 


Pro 


Lys 


Leu 


Gly 


Lys 


Val 


Phe 


Lys 


Glu 


Ala 


Val 


Lys 


Ala 


Leu 








20 










25 










30 






Leu 


Arg 


Cys 


Gly 


He 


Phe 


Phe 


Met 


Pro 


Lys 


Arg 


Glu 


Val 


Arg 


Val 


Ser 






35 










40 










45 








Val 


Cys 


Pro 


Ala 


Asp 


Tyr 


Ser 


Val 


Leu 


Lys 


Gin 


Phe 


Pro 


Thr 


Lys 


Gin 




50 










55 










60 










Glu 


Phe 


Asn 


Thr 


Phe 


Leu 


Ser 


Asp 


Trp 


Phe 


Asn 


Gin 


Glu 


Gly 


Gly 


Glu 


65 










70 










75 










80 


Thr 


Pro 


Leu 


Glu 


Val 


Pro 


Tyr 


Ala 



















85 



(2) INFORMATIONS POUR LA SEQ ID NO : 616: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 219 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



1346 



(viii) POSITION DANS LE GENOME: complement ( 603757 604413 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 616: 



Ser 


His 


Asp 


He 


Phe 


Leu 


He 


He 


Asn 


Glu 


Lys 


7X en 




Cor 


IT 11 fcr 


pin 


1 








5 










10 










15 




Asn 


Ala 


Asn 


Leu 


Leu 


He 


Tro 


He 


Trr> 


Lys 


Tvr 


Cys 


Thr 


Leu 




_y t» 








20 










25 










30 






Lys 


Asn 


Asn 


Phe 


Asn 


Lvs 


Pro 


Arg 


Glv 


Ser 


Met 


Lys 


He 


Gly 


Phe 


ir P 






35 










40 










45 








Arg 


Arg 


Leu 


TVr 


Glu 


Val 


Cvs 


Tvr 


Thr 


Ser 


Leu 


He 


Gly 


Cys 


Ala 


Leu 




50 










55 










60 










Lys 


Leu. 


Arg 


TVr 


Arg 


Val 


Leu 


Val 


Glu 


Glv 


He 


Glu 


Ser 


He 


Asn 


Gin 


65 










70 










75 










80 


Asn 


Ser 


Gin 


Lys 


Glv 


Ala 


Leu 


Phe 


Leu 


Ser 


Asn 


His 


Val 


Ala 


Glu 


lie 










85 










90 










95 




Asp 


Pro 


Val 


He 


Leu 


Glu 


His 


Val 


Phe 




Leu 


Lys 


Phe 


His 


Val 


Arg 








100 










105 










110 






Pro 


He 


Ala 


Val 


Asp 


Tyr 


Leu 


Phe 


Asn 


Asn 


Pro 


Val 


Val 


Lys 


Trp 


Phe 






115 










120 










125 








Leu 


Asp 


Ser 


Val 


Arg 


Ala 


He 


Pro 


Val 


Pro 


Ser 


Val 


Val 


Pro 


Gly 


Arg 




130 










135 










140 










Asp 


Asp 


Lys 


Arg 


Leu 


Leu 


Glu 


Arg 


He 


Glu 


Arg 


Phe 


Tyr 


Val 


Cys 


Val 


145 










150 










155 










160 


Thr 


Gin 


Ala 


Leu 


Asp 


Arg 


Lys 


Glu 


Ser 


Leu 


Leu 


Leu 


Tyr 


Pro 


Ser 


Gly 










165 










170 










175 




Arg 


Leu 


Ser 


Arg 


Asn 


Gly 


Lys 


Glu 


Glu 


He 


Val 


Asn 


Gin 


Gin 


Ala 


Ala 








180 










185 










190 






Tyr 


Thr 


He 


Leu 


His 


Arg 


Ala 


Lys 


Glu 


Cys 


Asp 


Val 


Phe 


Leu 


Val 


Lys 






195 










200 










205 








Thr 


Gin 


Asp 


Leu 


Gly 


Lys 


Phe 


Phe 


Phe 


Thr 


Leu 













210 215 



(2) INFORMATIONS POUR LA SEQ ID NO: 617: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 54 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 60454 9 605610 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 617: 



Val 


He 


Val 


Thr 


Ser 


Leu 


Gin 


Pro 


Ala 


Glu 


Lys 


Leu 


Met 


Phe 


Ser 


Leu 


1 








5 










10 










15 




Leu 


Asn 


Asp 


Cys 


Gin 


Lys 


Ala 


Ala 


Glu 


Thr 


Val 


Val 


Met 


Gin 


Ala 


Met 








20 










25 










30 






Leu 


Ser 


Leu 


Met 


Arg 


Tyr 


Arg 


Lys 


Ala 


His 


Lys 


Phe 


He 


Pro 


Phe 


Trp 






35 










40 










45 








Lys 


Lys 


Pro 


Asp 


Gin 


Thr 


Tyr 


Val 


Thr 


Pro 


Ala 


Asp 


Tyr 


Ala 


He 


Gin 




50 










55 










60 










Tyr 


Tyr 


Phe 


Tyr 


Gin 


Lys 


Leu 


Thr 


Ser 


Leu 


Phe 


Pro 


His 


He 


Pro 


Leu 


65 










70 










75 










80 


Val 


Gly 


Glu 


Glu 


Thr 


Leu 


Asn 


Pro 


Ala 


Thr 


Asp 


His 


Pro 


Arg 


He 


Pro 
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85 










90 










9 5 




Gin 


lie 


Leu 


Gin 


Phe 


Ala 


Gin 


Gin 


Leu 


Asp 


Pro 


Lys 


Val 


Ser 


Cys 


Gin 








100 










105 










110 






Asp 


Leu 


Tyr 


Gin 


Ala 


Leu 


Ser 


Pro 


Glu 


Ser 


Ser 


His 


Ser 


Ser 


Leu 


Phe 






115 










120 










125 








Trp 


Leu 


Thr 


Asp 


Pro 


lie 


Asp 


Gly 


Thr 


Ser 


Gly 


Phe 


lie 


Lys 


Gin 


Arg 




130 










135 










140 










Cys 


Phe 


Ala 


lie 


Ala 


Leu 


Ser 


Leu 


Phe 


Tyr 


Glu 


His 


Thr 


Pro 


Val 


Leu 


145 










150 










155 










1 fn 

160 


Ser 


Val 


lie 


Ala 


Cys 


Pro 


Ser 


Ser 


Lys 


Asn 


Asn 


Ser 


Phe 


Lys 


lie 


Tyr 










165 










170 










17 b 




Ser 


Ala 


Ala 


Lys 


Gly 


Lys 


Gly 


Leu 


Thr 


lie 


Cys 


Asn 


Pro 


Thr 


His 


Ser 








180 










185 










inn 

19 0 






Phe 


Pro 


Phe 


Ser 


Leu 


His 


Glu 


Asp 


Phe 


Gin 


Pro 


Thr 


Cys 


Lys 


Phe 


Cys 






195 










200 










205 








Glu 


Ala 


Ser 


Leu 


Ser 


Ala 


Arg 


Asn 


His 


Gin 


His 


Leu 


Ala 


Thr 


His 


i ±e 




210 










215 










zzu 










Leu 


Ser 


Lys 


His 


Leu 


Pro 


Trp 


Asn 


Pro 


Gin 


Pro 


lie 


Arg 


Ala 


Asp 


Ser 


225 










230 










23 5 










z4U 


Gin 


Cys 


Lys 


Tyr 


Ala 


Trp 


Val 


Ala 


Asp 


Asn 


Thr 


Val 


Asp 


Pne 


Phe 


T "I y-v 

lie 










245 










250 










"3 C C 




Arg 


lie 


Pro 


Tyr 


Ser 


Pro 


Pro 


Arg 


Ala 


His 


Tyr 


Arg 


Asp 


His 


Ala 


Pro 








260 










265 










27 0 






Gly 


Val 


Phe 


Leu 


lie 


Glu 


Glu 


Ala 


Gly 


Gly 
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(2) INFORMATIONS POUR LA SEQ ID NO: 618: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 346 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 605582 606619 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 618: 

Met Lys Tyr Ser Leu Gin lie Glu Asp Leu His lie Glu Gly Tyr Glu 

15 10 15 

Gin Val Leu Lys Val Thr Cys Glu Ser Val Gin Leu Val Ala Val lie 

20 25 30 

Ala lie His Gin Thr Lys Val Gly Pro Ala Leu Gly Gly He Arg Ala 

35 40 45 

Phe Pro Tyr Leu Gin Phe Glu Asp Gly Leu Gin Asp Ala Leu Arg Leu 
50 55 60 



1348 



Ser 


Lys 


Ala 


Met 


Thr 


Tyr 


Lys 


Ala 


Leu 


Leu 


Ser 


Ser 


Thr 


Glu 


Thr 


Gly 


£ c 

D b 










/ u 










*7 c 
/ b 










0 n 
0 U 


Gly 


Gly 


Lys 


Ser 


val 


lie 


Phe 


Leu 


Pro 


Lys 


Gly 


Met 


Thr 


Ser 


Pro 


Thr 










Q C 
O b 










q n 
y u 










Q C 

y b 




Glu 


Gly 


Met 


Leu 


Arg 


Ala 


Phe 


Gly 


Gin 


Ala 


Val 


Asn 


Ser 


Leu 


Gin 


Gly 








inn 
1UU 










1 n c 
lUb 










110 






Lys 


Tyr 


lie 


Ala 


TV "I _ 

Ala 


Glu 


Asp 


Val 


Gly 


val 


Ser 


Val 


Gin 


Asp 


Val 


Met 






lie 
lib 










1*£ U 










1*5 b 








lie 


He 


Arg 


Glu 


Glu 


Thr 


Pro 


Tyr 


Val 


Cys 


Gly 


Leu 


Val 


Thr 


Val 


Ser 




13 0 










13 5 










140 










Gly 


Asp 


Pro 


Ser 


He 


Tyr 


Thr 


Ala 


His 


Gly 


Val 


Pne 


Leu 


Cys 


He 


Gin 












i c n 

1-bU 










ICC 

X b b 










-1 c n 
lot) 


Glu 


Thr 


"A "1 — , 

Ala 


Asp 


Tyr 


Leu 


Trp 


Lys 


Thr 


Asp 


Tl 

lie 


Arg 


Gly 


Lys 


Arg 


Val 










ICC 

lob 










1 / U 










1 / b 




Ala 


T 7"—. 1 

val 


Gin 


Gly 


Leu 


Gly 


Ala 


val 


Gly 


Arg 


Lys 


Leu 


Val 


His 


Glu 


Leu 








^ o n 
loU 










IOC 

lob 










19 0 






Pne 


Phe 


Ala 


Gly 


Ala 


Glu 


Leu 


lie 


val 


Tyr 


Asp 


Thr 


Arg 


Lys 


Asp 


Leu 






IOC 

l y b 










0 n n 
iiUU 










one 
Z U b 








Leu 


Asp 


Glu 


Val 


Val 


Thr 


Leu 


Tyr 


Gly 


Ala 


Gin 


Val 


Asp 


Glu 


Asn 


He 














0 1 c 
z lb 










ion 










lie 


Ser 


Ser 


Asp 


Cys 


Asp 


lie 


Leu 


Cys 


Pro 


Cys 


Ala 


Leu 


Gly 


Gly 


lie 


o o c 




















oi c 










o a n 


lie 


Asn 


Ser 


Met 


Ser 


lie 


Asp 


Gin 


Leu 


Arg 


Cys 


Arg 


Ala 


lie 


Val 


Gly 










O /l c 

^4 b 










zbU 










0 c c 
Z bb 




Ala 


Thr 


Asn 


Asn 


Gin 


Leu 


Glu 


Asn 


Pro 


Ala 


lie 


Gly 


Arg 


Glu 


Leu 


Val 








Z o U 










*5 £ c 

z 0 b 










0 *7 n 
z / u 






Ala 


Arg 


Gly 


He 


Leu 


Tyr 


Ala 


Pro 


Asp 


Tyr 


Leu 


Ala 


Asn 


Ala 


Gly 


Gly 






275 










280 










285 








Leu 


Leu 


Asn 


Val 


Ala 


Gly 


Ser 


Val 


Gly 


Arg 


Ala 


Tyr 


Ser 


Pro 


Lys 


Glu 




290 










295 










300 










Val 


Leu 


Ser 


Lys 


Val 


Glu 


Gly 


Leu 


Pro 


Lys 


He 


Leu 


Arg 


Lys 


Leu 


Tyr 


305 










310 










315 










320 


Glu 


Gin 


Gly 


Ala 


Lys 


Glu 


Asn 


Arg 


Asp 


Thr 


Gly 


Thr 


Leu 


Ala 


Asp 


Ala 










325 










330 










335 




He 


Val 


Glu 


Glu 


Arg 


Leu 


Ala 


Val 


Tyr 


Ala 















340 345 



(2) INFORMATIONS POUR LA SEQ ID NO: 619: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 217 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: linea-ire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 606843 6074 93 



(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 619: 
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(2) INFORMATIONS POUR LA SEQ ID NO: 620: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 34 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 608 031 609 068 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 62 0: 
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(2) INFORMATIONS POUR LA SEQ ID NO: 621: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 119 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement ( 6 0 92 9 6 .. 6 0 9 652 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 621: 

Met Asp Ser Phe Cys Leu Asn Leu Leu Lys Val He Val Lys Ala He 

1 5 10 15 

Asp Asn Lys Lys Gly Arg Asn Pro Val Val Leu Asp Val Gin Asn He 

20 25 30 

Ser Gin Leu Thr Asp Tyr Phe Val Phe Val Glu Gly Asn Val Gly Val 

35 40 45 

His He Lys Ala He Ala Asp Thr He He Glu Glu Leu Lys Lys Leu 

50 55 60 

Lys Val Tyr Pro Leu Asn Val Glu Gly Leu Ser His Ser Asp Trp Val 
65 70 75 80 

Val He Asp Tyr Gly Phe He Val lie His Leu Phe Val Ser Xaa Xaa 

85 90 95 

Arg Glu Gin Tyr Cys Leu Glu Glu Leu Trp Lys Asp Gly Ala He He 

100 105 110 

Thr Ser Asp Cys Leu Ala Ser 
115 



(2) 
(i) 



INFORMATIONS POUR LA SEQ ID NO: 622: 
CARACTERISTIQUES DE LA SEQUENCE: 



1351 



(A) LONGUEUR: 584 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : OU i 



(viii) POSITION DANS LE GENOME: complement ( 610109 611860 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 622: 

Cys lie Ala Arg Ala Asn Phe Asp Tyr Gin Leu Phe Phe Leu Ser Arg 

1 5 .10 15 

Leu Thr Leu Thr Asn Ser Tyr His Met Asp lie Pro Glu Gin Gly Ser 

20 25 30 

Asn Thr Pro Glu Val Glu Gin Ala Ala Cys Cys Asn Gin Glu Ala Ala 

35 40 45 

Glu Asn Asp Arg Ala Lys Asp Lys Leu Ser Ser Ser Glu lie Ser Ala 

50 55 60 

Glu Ala Val Gin Ser Cys Glu Ser Met Glu Ala Phe Glu Gin Val Val 
65 70 75 80 

Ala Glu Arg Ser Ser lie Glu Glu Lys lie Leu Phe Ala Leu Glu Gin 

85 90 95 

Met Gly Ala Leu Leu Lys Gly Ala Asp Gin Asn Ser Asp Leu Lys Leu 

100 105 110 

Phe Trp Asn Val Arg Lys Phe Cys Leu Pro Leu Phe Gin Gin Leu Glu 

115 120 125 

Asp Pro Val Gin Arg Ala Asn Leu Trp Gly Arg Tyr Thr Glu Leu Thr 

130 135 140 

Arg Glu Gly Arg Tyr lie Lys Thr Leu Gin Asp Glu Glu Gly Ala Phe 
145 150 155 160 

Leu Val Gly Gin lie Glu Leu Ala lie Ser Cys Leu Glu Ser Gly Val 

165 170 175 

Gin Gly Phe Phe Ser Lys Thr Glu Lys Glu Glu He Ser Glu Glu Asp 

180 185 190 

Arg Ala Ala Leu Glu He Pro Ser Leu Ser Ala His Lys Asp Phe Tyr 

195 200 205 

Leu Ser Thr His Ala Asp Leu Arg Trp Leu Gly Ser Phe Ser Ser Gin 

210 215 220 

He He Asn Leu Arg Lys Glu Leu Met Asn He Ser Met Arg Met Arg 
225 230 235 240 

Leu Lys Ser Gin Phe Phe Gin Lys Leu Ser Val Leu Gly Asn Lys Val 

245 250 255 

Phe Pro Arg Arg Lys Glu Leu Thr Glu Lys Val Ser Glu Leu Phe Ala 

260 265 270 

Gin Asp Val Glu Ala Phe Val Glu Arg Tyr Phe Ser Arg Ala Ser Arg 

275 280 285 

Glu Ser Leu Lys Lys Ser Val Phe Phe Leu Arg Lys Glu He Lys Arg 

290 295 300 

Leu Gin Gin Ala Ala Lys Tyr Leu Ser He Ser Ser Gly Val Phe Ser 
305 310 315 320 

Ser Thr Arg Leu Gly Leu Ser Gin Cys Trp Asp Gin Leu Lys Gly Leu 

325 330 335 

Glu Lys Glu He Arg Gin Glu Gin Ser Arg Leu Ala Ala Thr Ser Ala 

340 345 350 

Glu Asn Met Lys Glu Val Gin Gly Arg Leu Asp Gin Val Glu Val Leu 

355 360 365 

Leu Gin Glu Asn Glu Glu Val His Lys He Arg Lys Glu He Glu Ala 
370 375 380 
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(2) INFORMATIONS POUR LA SEQ ID NO : 623: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 372 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 611812 . . 612927 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 623: 
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Gill 


AT 3 




Pin 


Arg 


X 111 


lie 


Pro 


*oiy 


Gly Gly Ala 




Tin 

lie 


Leu 


Ser 








X O U 










lOD 










i y u 






Pin 
O.LU 


Arg 


Tip 


Arg 


Lys 


pi n 


Tin 

x x e 


Ser 


Pro 


Lys 


Lys 


Met 


P 1 * r 

Cjxy 


Pro 


Asp 


Gly 






i qq 




















one 








irp 


T 1 o 


^7 Xll 


Jrxie 


rll s 


Lys 


Leu 


Aid 


rll S 


Arg 


Leu 


Gly 


pne 


7\ -v- r~r 

Arg 


Ser 


Thr 














ZlD 










Tin 










Alp 


XilX 








x_y 


nib 


Val 


pin 
blu 


Ser 


Pro 


Glu 


Asp 


lie 


Leu 


Leu 






















ZJ J 










240 






\J Xll 


X JUL 


Leu. 


Arg 


Asp 


Ala 


pin 

bin 


Asp 


Glu 


Asn 


Pro 


Gly 


Phe 


Phe 




















250 










255 




Ser 




Tl Q 

lie 


Pr O 


Trp 


Ser 


Tyr 


Lys 


Pro 


Asn 


Asn 


Thr 


Ala 


Leu 


Gly Arg 








o n 










zbb 










27 0 






Arg 


v a. J_ 


JtrX C 


nib 






Ser 


rl U 


vjIU 


Leu 


Tyr 


Tyr 


Arg 


T 1 n 

lie 


Leu 


Ala 






275 










280 










285 








Val 


Ala 


Arg 


He 


Phe 


Leu 


Asp 


Asn 


Phe 


Asp 


His 


He 


Ala 


Ala 


Ser 


Trp 




290 










295 










300 










Phe 


Gly 


Glu 


Gly 


Lys 


Glu 


Glu 


Gly 


Val 


Lys 


Gly 


Leu 


Phe 


Tyr 


Gly 


Ala 


305 










310 










315 










320 


Asp 


Asp 


Phe 


Gly 


Gly 


Thr 


He 


Leu 


Asp 


Glu 


Ser 


Val 


His 


Lys 


Cys 


Thr 










325 










330 










335 




Gly 


Trp 


Asp 


Leu 


Gin 


Ser 


Ser 


Glu 


Lys 


Glu 


He 


Cys 


Ala 


Met 


Leu 


Leu 








340 










345 










350 






Gin 


Ala 


Gly 


Phe 


Thr 


Pro 


Val 


Glu 


Arg 


Asp 


Thr 


Phe 


Tyr 


Arg 


Pro 


Leu 



355 360 365 



Ser Leu Ala Arg 
370 



(2) INFORMATIONS POUR LA SEQ ID NO: 624: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 220 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE -GENOME : complement ( 612 93 8 613 597 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 624: 



Ser 


Pro 


His 


Ser 


Arg 


Arg 


Arg 


Asp 


Arg 


Phe 


Leu 


Phe 


Pro 


Tyr 


Phe 


Ser 


1 








5 










10 










15 




He 


Arg 


Ser 


Ala- 


He 


Trp 


Ala 


Phe 


Ser 


Arg 


Phe 


Cys 


He 


Ala 


Gly 


Xaa 








20 










25 










30 






Leu 


Thr 


Leu 


Glu 


Ala 


Gin 


Glu 


Arg 


Gly 


He 


Ser 


Ala 


Leu 


Tyr 


Gin 


Glu 






35 










40 










45 








Leu 


Glu 


Leu 


Leu 


Asp 


Pro 


Val 


Tyr 


Ala 


Ala 


Thr 


He 


Thr 


Lys 


His 


Asp 




50 










55 










60 










Ly s 


Asn 


Lys 


He 


He 


Arg 


Ala 


Leu 


Glu 


He 


He 


Arg 


Lys 


Thr 


Gly 


Ser 


65 










70 










75 










80 


Lys 


Val 


Ser 


Ser 


Tyr 


Ala 


Trp 


Gin 


Ser 


Thr 


Val 


Asn 


Glu 


Ser 


Lys 


Glu 










85 










90 










95 





1354 





His 


Cys 


Arg 
100 


Cjiy 


Trp 


Leu 


Leu 


Ser 
105 


Pro 


Asp 


Pro 


Glu 


Leu 
110 


Leu 


Arg 


His 


Asn 


Tin 

lis 
115 


Leu 


bill 


Arg 


Cys 


Asp 
120 


L»in 


Met 


Leu 


Glu 


Glu 
125 


Gly 


Leu 


Leu 


Asp 


Glu 
130 


val 


r> 1 >-• 

Gin 


Ala 


Leu 


Leu 
135 


Ala 


Ala 


Gly 


He 


Lys 
140 


Gly 


Asn 


Ser 


Ser 


Ala 


Ser 


Arg 


Ala 


He 


Gly 


Tyr 


Arg 


Glu 


Trp 


He 


Glu 


Phe 


Leu 


Asp 


Leu 


145 










150 










155 










160 


Gly 


Ser 


Pro 


Pro 


Asp 
165 


Leu 


Phe 


Glu 


He 


Thr 
170 


Lys 


Gin 


Lys 


Phe 


He 
175 


Thr 


Asn 


Thr 


Trp 


Arg 
180 


Tyr 


Thr 


Lys 


Lys 


Gin 
185 


Arg 


Thr 


Trp 


Phe 


Lys 
190 


Arg 


Tyr 


Ser 


Leu 


Phe 
195 


Arg 


Glu 


Leu 


Arg 


Pro 
200 


Met 


Gly 


Met 


Thr 


Leu 
205 


Asp 


Asp 


Met 


Ala 


Lys 
210 


Lys 


He 


Ala 


Gin 


Asp 
215 


Tyr 


Phe 


Leu 


Cys 


Gly 
220 











(2) INFORMATIONS POUR LA SEQ ID NO : 625: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 68 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 613 692 613 895 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 625: 

Gin Lys Ser Phe Ser Lys Met Phe Lys Arg Thr Val He Leu Leu Ala 

15 10 15 

Gly Pro Thr Gly Ser Gly Lys Thr Ala Val Ser Leu Lys Leu Ala Pro 

20 25 30 

Leu Val Asp Gly Glu He He Ser Val Asp Ser Met Gin Val Tyr Gin 

35 40 45 

Gly Met Asp He Gly Thr Ala Lys Val Ser Leu Ala Asp Arg Lys Arg 

50 55 60 

Phe Arg He Thr 
65 



(2) INFORMATIONS POUR LA SEQ ID NO: 626: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 310 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 6143 15 615244 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 626: 

Ser Asn Asp Glu He Leu Asp Gly Arg Ser Leu Tyr Leu Leu Ser Ser 



1355 



1 








5 










10 










1 S 
i — ' 




Asn 


Lvs 


Gly 


Phe 


Ser 


Leu 


Phe 


Phe 


Tvr 


Leu 


Lys 


Lys 


Gin 


Phe 


Pho 


J_i6U 








20 










25 










3 0 






Asp 


Ser 


Ser 


Arg 


Cvs 


Thr 


Leu 


Glu 


Val 


He 


Leu 


Pro 


Pro 


Arg 




Prn 

Jtr JL U 






35 










40 


















Ser 


Phe 


Leu 


Val 


His 


He 




Ar Q" 


Leu 


Phe 


Phe 


Ala 


Lys 




Jr 1. vJ 


Asn 




50 










55 










60 










Tvr 


Ser 


Leu 


Pro 


Tvr 


Ala 


Phe 


Leu 


Cys 


He 


Phe 




ocl 


V d JL 


Leu 


Val 


65 










70 










7 ^ 










o u 


Phe 


Leu. 


Pro 


He 


Gly 


Leu 


Trp 


Leu 


J. ill. 


Leu 


Jr L (_> 


Ser 


Pho 


Leu 


Asn 


irne 










85 










90 














Lys 


His 


Ser 


Leu 


Thr 


Pro 


He 


Lys 


Thr 


Leu 


Jr I J. tr 




JLX1JL 


cys 


inr 


blU 








100 










105 










110 

1 1 u 






Pro 


Pro 


Cys 


Leu 


Pro 


Glu 


Pro 


Phe 


Jr lit: 


Cor 


Asp 


T 1 o 

1 X fcr 


Leu 


MIS 


Leu 


Ser 






115 










120 










1 TC 
1 ^ ~J 








Ala 


Asp 


Ser 


Pro 


Pro 


Ala 


Leu 


Gin 


±111. 


Jtrilfcr 


Ser 


Tnr 


Lys 


Ser 


nla 


blU 




13 0 










135 










1 /in 










His 


Phe 


Leu 


Asn 


Glu 


Leu 


Gly Val 


rile 


Cor 

OC JL 


Jr J. 1 fcr 


Tip 

lie 


Coy 

o fcr J_ 


T 1 o 
lie 


blU 


Lys 


145 










150 










i j j 










lOU 


Val 


Pro 


Asp 


His 


Lys 


Gly 


Leu 


Asp 


He 


Ser 


r P\/'T~ 




jLieu 


T_I -i c 

n i o 


X 11 JL 


xrl U 










165 










17 0 










17 5 




Leu 


Ala 


Phe 


Leu 


Gly 


Asn 


Gin 


Thr 


His 


Thr 


Phe 


Tip 
lit: 




iyr 


Pill 










180 










185 










190 






Gin 


Thr 


Phe 


Pro 


Ala 


Leu 


Pro 


Phe 


Phe 


Gin 


Ser 


l_i tr U 




Leu 


Jr JL U 


i n JL 






195 










200 










2 05 








Val 


Phe 


Phe 


Ser 


Gin 


Gin 


Ala 


Leu 


Ser 


Gin 


Thr 


Arg 


He 


i i. w 


nio 






210 










215 










220 










Thr 


Leu 


Ser 


He 


Val 


Thr 


Ser 


Leu 


He 


Asp 


Gin 


Leu 


Gin 


Met 


ASp 


tr JL <-» 


225 










23 0 










23 5 










240 


xrXTO 


Ser 


i i e 


lie 


Asp 


Leu 


Ser 


Gin 


i xe 


Asp 


HIS 


Tyr 


Pro 


Gly 


Glu 


Pne 










245 










250 










255 




Val 


Val 


Ser 


Leu 


Ser 


Ser 


Gly 


Thr 


Leu 


Leu 


Arg 


Phe 


Arg 


Lys 


Asp 


Ser 








260 










265 










270 






Phe 


Leu 


Pro 


Gly 


He 


Gin 


His 


Tyr 


Gin 


Gin 


Ala 


Leu 


Ser 


Leu 


Gly 


Ala 






275 










280 










285 








Phe 


Ser 


Pro 


Gin 


Gin 


Ala 


Val 


He 


Cys 


Asp 


Leu 


Arg 


Cys 


Glu 


Asp 


Tyr 




290 










295 










300 










Leu 


Leu 


Leu 


Lys 


Arg 


Lys 






















305 










310 























(2) INFORMATIONS POUR LA SEQ ID NO: 627: 

(i) CARACTERISTIQUES DE JLA SEQUENCE: 

(A) LONGUEUR: 93 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 615405 615683 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 627: 

Met Glu Asp Phe Ala Ala Tyr He Val Lys Asn Leu Val Thr Asp Pro 
15 10 15 

Asn Ala Val Glu He Arg Ser Ser Glu Asp Lys Ala Ser Ala Thr Leu 
20 25 30 



1356 



Lys 


Leu 


Glu 


lie 


His 


Ala 


Ala 


Ser 


Glu 


Asp 


He 


Gly 


Lys 


He 


He 


Gly 






35 










40 










45 








Arg 


Lys 


Gly 


Gin 


Thr 


lie 


Gin 


Ala 


Leu 


Arg 


Thr 


He 


Leu 


Lys 


Arg 


Val 




50 










55 










60 










Gly 


Ala 


Arg 


Leu 


Gin 


Lys 


Lys 


He 


Leu 


Val 


Glu 


Leu 


Ala 


Gin 


Pro 


Glu 


65 










70 










75 










80 


Asn 


Gly 


Ser 


Leu 


Thr 


Asp 


Glu 


Glu 


Val 


Leu 


Ser 


Leu 


Asp 









85 90 



(2) INFORMATIONS POUR LA SEQ ID NO: 628: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 616 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 615864 6177 1 1 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 628: 



Arg 


Arg 


Ser 


Arg 


Ala 


Ser 


Ser 


Gly 


Phe 


Pne 


Glu 


Arg 


Pne 


Ala 


Leu 


Lys 


i 

X 








c 










i n 

X u 










1 c 




Thr 


Gin 


Gin 


He 


Cys 


Trp 


Tyr 


Asn 


Gly 


Tyr 


Cys 


Pro 


Arg 


Leu 


Arg 


Ser 








20 










25 










30 






Cys 


Leu 


Gin 


Gly 


His 


Thr 


Phe 


Gly 


Leu 


Asp 


Ser 


Ser 


Cys 


Asp 


Leu 


His 






35 










40 










45 








He 


Leu 


Ser 


Tyr 


Tyr 


Gin 


Glu 


Gly 


Trp 


Arg 


Leu 


Tyr 


Phe 


Thr 


Ala 


Lys 




50 










55 










60 










Tyr 


Gin 


Asp 


Val 


Val 


Tyr 


Ala 


Asp 


He 


Glu 


Val 


Gin 


Leu 


Val 


Gly 


Met 


65 










70 










75 










80 


His 


Asn 


Val 


Leu 


Asn 


Ala 


Ala 


Ala 


Ala 


Met 


Gly 


He 


Ala 


Leu 


Ser 


Leu 










85 










90 










95 




Gly 


He 


Asp 


Glu 


Gly 


Ala 


He 


Arg 


Asn 


Ala 


Phe 


Arg 


Gly 


Phe 


Ser 


Gly 








100 










105 










110 






Val 


Gin 


Arg 


Arg 


Leu 


Gin 


Arg 


Lys 


Asn 


Ser 


Ser 


Glu 


Thr 


Phe 


Leu 


Phe 






115 










120 










125 








Leu 


Glu 


Asp 


Tyr 


Ala 


His 


His 


Pro 


Ser 


Glu 


He 


Ser 


Cys 


Thr 


Leu 


Arg 




130 










135 










140 










Ala 


Val 


Arg 


Thr 


Ala 


Val 


Gly 


Gin 


Arg 


Arg 


He 


Leu 


Ala 


He 


Cys 


Gin 


145 










150 










155 










160 


Pro 


His 


Arg 


Phe 


Ser 


Arg 


Leu 


Arg 


Glu 


Cys 


He 


Asp 


Ser 


Phe 


Pro 


Ser 










165 










170 










175 




Ala 


Phe 


Lys 


Asp 


Ala 


Asp 


Glu 


Val 


Leu 


Leu 


Thr 


Glu 


Val 


Tyr 


Ser 


Ala 








180 










185 










190 






Gly 


Glu 


Glu 


Ala 


Glu 


Asp 


He 


Ser 


Tyr 


Gin 


Glu 


Leu 


Ala 


Glu 


Ala 


He 






195 










200 










205 








Ser 


Gin 


Glu 


Ser 


He 


Val 


Lys 


Cys 


Thr 


His 


He 


Pro 


Phe 


His 


Glu 


Leu 




210 










215 










220 










Gin 


Arg 


His 


Leu 


Glu 


Gin 


Ser 


He 


Arg 


Val 


His 


Asp 


Val 


Cys 


Val 


Ser 


225 










230 










235 










240 


Leu 


Gly 


Ala 


Gly 


Asn 


He 


Val 


Asn 


Leu 


Gly 


Glu 


Lys 


Leu 


Arg 


Asp 


Phe 










245 










250 










255 




Glu 


Pro 


Gin 


Lys 


Leu 


His 


Leu 


Gly 


He 


He 


Cys 


Gly 


Gly 


Lys 


Ser 


Cys 








260 










265 










270 






Glu 


His 


Glu 


He 


Ser 


Val 


Leu 


Ser 


Ala 


Lys 


Asn 


He 


Ala 


Lys 


His 


Leu 



1357 







A 1 b 




















ZO J 








Ser 


Lys 


Ser 


Pne 


Tyr 


Asp 


vai 


Ser 


Tyr 


irne 


Leu 


lie 


inr 


Arg 


pi,, 

blU 


Plir 

b? i y 




29 0 




















-inn 










Leu 


Trp 


Glu 


Ser 


Val 


Ser 


Ser 


Leu 


b»lU 


inr 


Ala 


Pin 
bill 


Asp 


Ser 


Plif 
br ly 


Lys 


3 05 










JIU 










Tic; 










ion 

j / u 


Ser 


Val 


Phe 


Asp 


Pro 


Glu 


Tin 

lie 


Aia 


Pin 

b?m 


Arg 


Leu 


brlU 


Lys 


Val 


Asp 


Val 










3 25 










Tin 
J j U 










J J D 




Val 


Leu 


Pro 


lie 


Leu 


His 


Gly 


Pro 


Tyr 


Giy 


Oil! 

bill 


Asp 


tjiy 


Jl a 

Aia 


nec 


bin 








3 4 0 










O /I C 
.5 4t ID 










Ten 

J D U 






Gly 


Phe 


Leu 


Glu 


Thr 


lie 


Gly 


Lys 


Pro 


Tyr 


Thr 


Gly 


Pro 


7V 1 — i 

Ala 


Tl ft 

lie 


T\l - 

Aia 






3 55 










*3 c r\ 
3 bU 










*5 £ c: 








Phe 


Ser 


Ala 


lie 


Ala 


Met 


Asn 


Lys 


vai 


fne 


mr 


Lys 


Arg 


irne 








37 0 










*5 *7 C 










7 q n 










Asp 


Leu 


Gly 


lie 


Pro 


Val 


val 


Pro 


Tyr 


Leu 


Pro 


Leu 


Thr 


Leu 


a 1 » 
Aia 


bs iy 


385 










"3 Q f\ 

3 y u 










-1QC 
J? J 










a n n 


Trp 


Asn 


Gin 


Glu 


Gin 


Xaa 


Lys 


Trp 


Leu 


Ala 


MIS 


Tl Q 

lie 


vai 


Pin 
blU 


Aia 


rne 








4 05 










/tin 

44 1 u 










die: 

*± 1 O 




Ser 


Phe 


Pro 


Met 


Phe 


Val 


Lys 


Ser 


Ser 


HIS 


Leu 


biy 


Ser 


Ser 


Tl Q 

lie 


br ly 








42 0 




















*± J u 






Val 


Phe 


Glu 


Val 


His 


Asn 


Val 


lie 


Glu 


Leu 


Arg 


Asp 


Aia 


lie 


Asn 


bill 






A "3 tZ 

43 5 










4t fi U 










A A ^ 








Ala 


Phe 


Met 


Arg 


Asp 


Asn 


Asp 


vai 


pne 


vai 


pin 

b» 1U 


b> 1U 


Asn 


Arg 


Leu 


Pl^r 
br iy 




450 










A c; c: 




















Cys 


Lys 


Glu 


lie 


Glu 


Val 


Ser 


t r_ 1 

vai 


Leu 


Cjiy 


Asp 


b> l y 


Ser 


b» xy 


Aia 


Pne 


465 








A *"7 f\ 
4 / U 










41 / D 










a ft n 


Val 


lie 


Ala 


Gly 


Leu 


His 


Glu 


Arg 


Arg 


f~* 1 X T 

\j iy 




Vj j.y 


bs X y 


Din e> 


"Mo 
lie 


Asp 










/IOC 

485 










/ion 

fi J U 










A Q ^ 

f± ^ J 




Tyr 


Gin 


Glu 


Lys 


Tyr 


Gly 


Leu 


Ser 


(j»iy 


Lys 


Ser 


Ser 


Ala 


b> J. n 


T1q 

lie 


val 






c n n 










_) \J z> 










510 






Phe 


Asp 


Thr 


Asp 


Leu 


Ser 


Lys 


pit, 

CjIU 


lie 




pin 
blU 


pi « 
bin 


j. jl e 


Leu 


pin 
blu 


Ala 

Aid 






515 










con 










Z) Z. -J 








Ala 


Asp 


Lys 


lie 


Tyr 


Arg 


Leu 


Leu 


Leu 


b»iy 


Lys 


b> i y 


Ser 


cys 


Arg 


Tip 




JJ u 










53 5 










540 










Asp 


Phe 


Phe 


Val 


Asp 


Glu 


Glu 


Gly 


Asn 


Phe 


Trp 


Leu 


Ser 


Glu 


Met 


Asn 


545 










550 










555 










560 


Pro 


lie 


Pro 


Gly 


Met 


Thr 


Glu 


Thr 


Ser 


Pro 


Phe 


Leu 


Thr 


Ser 


Phe 


He 










565 










570 










575 




Arg 


Lys 


Gly 


Trp 


Ser 


Tyr 


GlU 


Gin 


He 


Val 


His 


Gin 


Leu 


Val 


He 


Asp 








580 










585 










590 






Gly 


Leu 


Gin 


Arg 


Phe 


Asn 


Gin 


Arg 


Gin 


Arg 


Leu 


He 


Ser 


Thr 


Ser 


Phe 






595 










600 










605 








Val 


Asp 


Gin 


Ala 


Phe 


Ala 


He 


Gin 



















610 615 



(2) INFORMATIONS POUR LA SEQ ID NO: 629: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 268 ac ides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 617 51 0 6 183 13 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 629: 



1358 



Ser Asn His Cys lie Ser Leu Phe Val Asn Leu Tyr Arg Leu Met Met 

15 10 15 

Lys Ser Leu Phe Tyr His Phe lie Gly lie Gly Gly lie Gly Met Ser 

20 25 30 

Ala Leu Ala His Val Leu Leu Asp Arg Gly Tyr Ser Val Ser Gly Ser 

35 40 45 

Asp Leu Ser Glu Gly Lys Val Val Glu Lys Leu Lys Asn Lys Gly Ala 

50 55 " 60 

Glu Phe Phe Leu Gly Asn Gin Glu Glu His lie Pro Glu Gly Ala Val 
65 70 75 80 

Val Val Tyr Ser Ser Ser lie Ser Lys Glu Asn Pro Glu Phe Leu Ser 

85 90 95 

Ala Lys Ser Arg Gly Asn Arg Val Val His Arg Ala Glu Leu Leu Ala 

100 105 110 

Glu Leu Ala Gin Asp Gin lie Ser lie Phe Val Thr Gly Ser His Gly 

115 120 125 

Lys Thr Thr Val Ser Ser Leu lie Thr Ala lie Leu Gin Glu Ala Lys 

130 135 140 

Lys Asn Pro Ser Phe Val lie Gly Gly Leu Asn Gin Glu Gly lie Asn 
145 150 155 160 

Gly Gly Ser Gly Ser Glu Tyr Phe Val Ala Glu Ala Asp Glu Ser Asp 

165 17 0 175 

Gly Ser lie Arg Cys Tyr Thr Pro Glu Phe Ser Val lie Thr Asn lie 

180 185 190 

Asp Asp Glu His Leu Ser Asn Phe Glu Gly Asp Arg Glu Leu Leu Leu 

195 200 205 

Ala Ser Leu Lys Asp Leu His Ser Arg Leu Ser Arg Ser Val Gly lie 

210 215 220 

Met Asp lie Val Leu Ala Cys Val His Ala Cys Lys Gly lie Leu Leu 
225 230 235 240 

Asp Trp Thr Leu Leu Val lie Tyr lie Phe Tyr Leu lie lie Lys Lys 

245 250 255 

Asp Gly Asp Cys Thr Leu Gin Gin Ser lie Lys Met 
260 265 



(2) INFORMATIONS POUR LA SEQ ID NO : 63 0: 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 25 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui - 



(viii) POSITION DANS LE GENOME: complement ( 6 183 61 6 1 93 3 5 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 630: 

Met Lys Lys lie Asn Lys lie Val Leu Ala Val Gly Gly Thr Gly Gly 

15 10 15 

His lie lie Pro Ala Leu Ala Ala Arg Glu Thr Phe lie His Glu Asp 

20 25 30 

lie Glu Val Leu Leu Leu Gly Lys Gly Leu Ala His Phe Leu Gly Asp 

35 40 45 

Asp Ser Glu lie Ala Tyr Cys Asp lie Pro Ser Gly Ser Pro Phe Ser 

50 55 60 

Leu Arg Val Asn Arg Met Phe Ser Gly Ala Lys Gin Leu Tyr Lys Gly 
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Tyr 


Val 


Ala 


Ala 


Leu 


Gin 


Lys 


He 


Arg 


Asp 


Phe 


Thr 


Pro 


Asp 


Leu 


Ala 








85 










90 














lie 


Gly 


Phe 


Gly 


Ser 


Tyr 


His 


Ser 


Leu 


Pro 


Ala 


Met 


Leu 


Ala 


Ser 


lie 






100 










105 










1 1 u 






Arg 


Ser 


Arg 


He 


Pro 


Leu 


Phe 


Leu 


His 


Glu 


Gin 


Asn 


lie 


vai 


Pro 






115 










120 










12 b 








Lys 


Val 


Asn 


Lys 


Leu 


Phe 


Ser 


Arg 


Phe 


Ala 


Lys 


Gly 


Val 


Gly 


Met 


Ser 


130 










135 










140 










Phe 


Ala 


Ala 


Ala 


Gly 


Glu 


His 


Phe 


His 


Cys 


Arg 


Ala 


Glu 


Glu 


val 


Fne 


145 










150 










155 










1 D U 


Leu 


Pro 


He 


Arg 


Lys 


Leu 


Ser 


Glu 


Gin 


He 


Val 


Phe 


Pro 


Gly 


Ala 


Ser 








165 










170 










17 5 




Pro 


Val 


He 


Cys 


Val 


Val 


Gly 


Gly 


Ser 


Gin Gly Ala 


Lys 


lie 


Leu 


Asn 








180 










185 










190 






Asp 


Val 


Val 


Pro 


Lys 


Ala 


Leu 


Ala 


Arg 


He 


Arg 


Glu 


Ser 


Tyr 


Ser 


Asn 




195 










200 










205 






val 


Leu 


Tyr 
210 


Val 


His 


His 


He 


Val 
215 


Gly 


Pro 


Lys 


Gly 


Asp 
220 


Leu 


Gin 


Ala 


Ser 


Gin 


Val 


Tyr 


Gin 


Asp 


Ala 


Gly 


He 


Asn 


His 


Thr 


val 


mr 


Ala 


IT LIS 


225 








23 0 










235 










240 


Asp 


His 


Asn 


Met 


Leu 


Gly 


val 


Leu 


Pin 


Ala 


Ser 


Asp 


Leu 


Val 


He 


Ser 








245 










250 










255 




Arg 


Ser 


Gly 


Ala 


Thr 


Met 


Leu 


Asn 


Glu 


Leu 


Leu 


Trp 


Val 


Gin 


Val 


Pro 




260 










265 










270 






Ala 


He 


Leu 
275 


He 


Pro 


Tyr 


Pro 


Gly 
280 


Ala 


Tyr 


Gly 


His 


Gin 
285 


Glu 


Val 


Asn 


Ala 


Lys 


Phe 


Phe 


Thr 


His 


Thr 


Val 


Gly 


Gly Gly 


Thr 


Met 


He 


Leu 


Gin 




290 










295 










300 








Phe 


Lys 


Tyr 


Leu 


Thr 


Glu 


Glu 


Ser 


Leu 


Ser 


Lys 


Gin 


Val 


Leu 


Leu 


Cys 


305 








310 










315 










320 


Arg 


Ser 


Cys 


Asn 


Gin 

























325 



(2) INFORMATIONS POUR LA SEQ ID NO : 631: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 90 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 619247 62 04 1 6 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 631: 

He Ser Gly He He Met Lys Trp Phe Leu He Ser Cys Leu Leu Gly 

1 5 10 15 

He Phe Ser Leu Gly Leu He Met Val Phe Asp Thr Ser Ser Ala Glu 

. 20 25 30 

Val Leu Asp Arg Ala Leu Ser Cys Ser Thr His Lys Ala Leu He Arg 

35 40 45 

Gin He Thr Tyr Leu Gly Leu Gly Leu Gly He Ala Ser Phe Val Tyr 

50 55 60 

He Leu Gly Trp Lys Asp Phe Leu Lys Met Ser Pro Met Leu Leu He 
65 70 75 80 



1360 





V C*. JL 




Tip 

1 1 fcs 


1111 

85 


Leu 


Va 1 
val 


r .01 1 

LlcU 


\/a 1 
v a 1 


Leu 
90 
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lie 


Pro 


biy 


Tin 

lie 


b iy 
95 


vai 


b y c> 


nl y 


noil 


vj> J. y 
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Ala 


ij y ^ 


ni y 


irp 


1-1 u 
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b 1 y 


Va 1 
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biy 


bill 


Leu 
110 


Thr 


Leu 


bin 


Pro 


Ser 
115 


f' 1 11 
ulU 


rile 


\7a 1 
Val 


Lys 


Tyr 
120 


Leu 


\7a 1 
Val 


Pro 


Cys 


va j. 
125 


Ala 


Tin 

lie 


Glu 


Cys 


Leu 
130 


1 XIX 


1111 


Lys 


irl 


Ser 
135 


T 1 0 
lie 


Arg 


S er 


Ser 


rile 

140 


Lys 


Arg 


T-) i-i 

rflG 


vai 


Ala 


Jrne 


V a. 1 


nla 


Leu 


Leu 


rlie 


Tie 
lie 


Pro 


T 1 0 

lie 


irie c 


Leu 


Tl A 

lie 


nla 


Tin 

lie 


blU 


145 










150 










155 










1 fin 

IDU 


Pro 


Asp 


Asn 


b i_y 


Ser 
165 


Ala 


Ala 
nla 


\7a 1 
Val 


Tin 

lie 


Ser 
170 


ir lie 


Ser 


Leu 


lie 


Pro 
175 


vai 


irne 


lie 


Val 


1 ill 

180 


Ala 
nla 


\7a 1 
Val 


Arg 


Leu 


Arg 
185 


Tyr 


irp 


Leu 


va 1 


Pro 
190 


Leu 


Leu 


Cys 


v al 


Leu 
195 


Cys 


T 1 o 

lie 


biy 


C 1 \r 

biy 


1X11 

200 


ir rie 


Ala 
/Ala. 


iyr 


Arg 


Leu 
205 


Pro 


Tyr 


vai 


Arg 


Asn 
210 


Arg 


Leu 


bill 


\7a 1 
Val 


ryr 
215 


Leu 


nis 


Pro 


C 1 1 1 

bill 


Leu 
220 


Asp 


Tic 

lie 


Lys 


biy 


Arg 




nis 


n 1 n 

bin 


Pro 


Tyr 


pin 

bill 


Ala 
nla 


Lys 


lie 


Ala 
nla 


Ala 
nla 


b iy 


Ser 


biy 


biy 












9 ^ n 

^ -j u 










9 ^ ^ 
Z, J J 










9 yi n 
^ 41 U 


Val 


IT 1 Irs 


b iy 


Lys 


\j xy 
245 


Irl U 


biy 


Lys 


biy 


Leu 
250 


Pin 
bill 


Lys 


Leu 


inr 


Tyr 
255 


Leu 


IT J. W 


CZ 1 1 1 


Ala 
Aid 


r 1 r» 
oiii 

260 


A c n 
noli 


A c: 




Hp 


Ala 

265 


Ala 
nla 


T1q 

lie 


lyr 


Ala 
nla 


bill 

270 


r* 1 n 

bill 


rne 




"PVio 


11c 

275 


\j j. y 




T .e*l 1 
J_jfcrU. 


lifer U 


T.ai 1 

280 


lie 


Leu 


Leu 


iyr 


wet 
285 


biy 


rne 


Tlo 

lie 


iyr 


o ts J. 

290 


J.y 


iy i 


Val 


He 


Ala 
295 


Met 


Arg 


Ala 


Ser 


Leu 
300 


ucU 




oiy 


Ala 
nl a 


AT a 

nla 


Leu. 


Ala 
/Ala. 


Tin 
11c 


O J. 


Tip 
lie 


nphr 
1111 


\/a 1 
v a 1 


Tip 

lie 


T 1 p 

lie 


b iy 


Mot- 
rue L. 


pl n 
bill 


Ala 
nla 


Ph p 

ir lie 


T 1 0 

lie 


3 05 










310 










315 










1 9 n 
j j£ \j 


Asn 


Leu 


Gly 


Val 


Val 
325 


Ser 


Gly 


Leu 


Leu 


Pro 
330 


Ser 


Lys 


Gly 


Val 


Asn 
335 


Leu 


Pro 


Phe 


Phe 


Ser 
340 


Gin 


Gly 


Gly 


Ser 


Ser 
345 


Leu 


He 


Ala 


Asn 


Met 
350 


Cys 


Gly 


Met 


Gly 


Leu 
355 


Leu 


Leu 


Arg 


He 


Cys 
360 


Asp 


Glu 


Glu 


Asn 


Gin 
365 


Gin 


Asn 


Arg 


He 


Gly 
370 


Ser 


Gly 


Gly 


Asn 


Arg 
375 


Arg 


Ala 


His 


Tyr 


Pro 
380 


Cys 


Ser 


Ser 


Ser 


Lys 


Arg 


Asp 


Phe 


Tyr 


Ser 























385 390 



(2) INFORMATIONS POUR LA SEQ ID NO: 632: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 133 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 619863 .. 6202 61 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 632: 

Arg Asn Arg Thr Ala Val Thr He Lys Thr Gly He Lys Glu Asn Glu 

1 5 10 15 

He Thr Ala Ala Asp Pro Leu Ser Gly Ser He Ala He Asn He Met 
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20 25 30 



Gly 


lie 


Asn 


Asn 


Arg 


Ala 


Thr 


Lys 


Ala 


Thr 


Asn 


Arg 


Leu 


Lys 


Leu 


Leu 




35 










40 










45 








Arg 


He 


Glu 


Gly 


Phe 


Val 


Val 


Lys 


His 


Ser 


He 


Ala 


Thr 


His 


Gly 


Thr 


50 










55 










60 










Lys 


Tyr 


Leu 


Thr 


Asn 


Ser 


Glu 


Gly 


Cys 


Lys 


Val 


Asn 


Cys 


Pro 


Thr 


Pro 


65 








70 










75 










80 


Ser 


Gin 


Arg 


Leu 


Ala 


Pro 


Phe 


Leu 


Gin 


Thr 


Pro 


He 


Pro 


Gly 


He 


Arg 








85 










90 










95 




Thr 


Lys 


Thr 


Arg 


Val 


He 


Pro 


Thr 


Lys 


He 


Ser 


Asn 


He 


Gly 


Leu 


He 






100 










105 










110 






Phe 


Lys 


Lys 


Ser 


Phe 


His 


Pro 


Lys 


Met 


Tyr 


Thr 


Asn 


Glu 


Ala 


He 


Pro 




115 










120 










125 








Ser 


Pro 
130 


Asn 


Pro 


Arg 

























(2) INFORMATIONS POUR LA SEQ ID NO: 633: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 255 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 62 042 0 .. 62 1 184 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 633: 



Ala 


Phe 


Gly 


Trp 


Asp 


Gly 


Arg 


Gly 


Ser 


Phe 


Met 


Asn 


Arg 


Arg 


Asn 


Thr 


1 








5 










10 










15 




Met 


He 


Val 


Ala 
20 


Thr 


Thr 


Val 


Asn 


Ala 
25 


Val 


Leu 


Leu 


Ala 


Val 
30 


Leu 


Phe 


Met 


Thr 


Ala 
35 


Arg 


His 


Ser 


Glu 


Gin 
40 


Glu 


He 


Glu 


Tyr 


Pro 
45 


Gin 


Lys 


He 


Ala 


Pro 
50 


He 


Lys 


He 


Leu 


Glu 
55 


Pro 


Val 


Pro 


Val 


Val 
60 


Asp 


Lys 


Ala 


Pro 


Glu 


Lys 


Leu 


Glu 


Lys 


Lys 


Pro 


Glu 


Val 


He 


Ala 


Lys 


Pro 


Ser 


Gin 


Val 


65 








70 










75 
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Val 
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Glu 
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Ala 


Ala 


Gin 


Phe 
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85 










90 










95 
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Lys 
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Ser 
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Lys 


Lys 
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Ser 


Ser 
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Ser 
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Thr 


Thr 


Pro 


Val 


Ala 
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He 


Ser 


Val 
130 
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135 


Val 
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Lys 


Thr 


Pro 
140 


Glu 


Lys 


Glu 


Glu 


Phe 
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Thr 


Val 


He 


Val 


Lys 


Lys 


Gly 


Asp 


Phe 


Leu 


Glu 


Arg 


He 


Ala 


145 










150 










155 
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Arg 
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Asn 


His 


Thr 


Thr 


Val 


Ser 


Ala 


Leu 


Met 


Gin 


Leu 


Asn 


Asp 


Leu 








165 










170 
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Ser 


Ser 


Thr 


Gin 
180 


Leu 


Gin 


He 


Gly 


Gin 
185 


Val 


Leu 


Arg 


Val 


Pro 
190 


Lys 


Thr 


Asn 


Lys 


Thr 
19 5 


Glu 


Lys 


Asp 


Leu 


Gin 
200 


Val 


Lys 


Thr 


Pro 


Asn 
205 


Pro 


Glu 


Asp 


Tyr 


Tyr 
210 


Val 


Val 


Lys 


Glu 


Gly 
215 


Asp 


Ser 


Pro 


Trp 


Ala 
220 


He 


Ala 


Leu 


Ser 
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Asn Gly lie Arg Leu Asp Glu Leu Leu Lys Leu Asn Gly Leu Asp Glu 
225 230 235 240 

Gin Lys Ala Arg Arg Leu Arg Pro Gly Asp Arg Leu Arg lie Arg 
245 250 255 



(2) INFORMATIONS POUR LA SEQ ID NO: 634: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 17 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 62 1 154 62 1 69 0 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 63 4: 

Asn His Trp Tyr Leu His Asp Lys Tyr Asn Tyr Cys Cys Ala Tyr Leu 

15 10 15 

Leu Ala Lys lie Glu Phe Pro lie Ser Glu Thr Ser Phe lie Glu Ala 

20 25 30 

Val Ala Thr Phe Asn Lys Pro Pro His Arg Met Glu Tyr Leu Gly Gin 

35 40 45 

Lys Gin Gly lie His Tyr lie Asn Asp Ser Lys Ala Thr Thr Val Ser 

50 55 60 

Ala Thr Glu Thr Ala Leu Leu Gly Val Gly Asn Gin Ala lie Val lie 
65 70 75 80 

Leu Gly Gly Arg Asn Lys Gly Cys Thr Phe Ser Ser Leu Leu Pro Ala 

85 90 95 

Leu Arg Lys Ala Ala Lys Ser Val Val Ala Met Gly Glu Cys Ala Gin 

100 105 110 

Glu lie Ala Arg Asp Leu Glu Glu Phe Pro Val Thr Val Val Lys Asn 

115 120 125 

Leu Ser Glu Ala Leu Leu Cys Ala Glu Glu Gin. Ala Val Pro Gly Asp 

130 135 140 

Val lie Val Leu Ser Pro Ala Cys Ala Ser Phe Asp Gin Phe Arg Ser 
145 150 155 160 

Tyr Glu Glu Arg Gly Ala Met Phe Lys His Leu Val Gly Met Glu Glu 
165 170 175 

Val Leu Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 63 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 242 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 62 1 674 . 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 63 5: 



.622399) 
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Met Gly Leu Glu 
1 

Ser lie Xaa Xaa 
20 

Asp Lys Ser Leu 
35 

lie Trp Arg Thr 
50 

Pro Gly Val Ser 
65 

His lie Pro Val 

Phe Thr Glu Arg 
100 

Thr Thr lie Leu 
115 

Ala Phe Ala Met 
130 

Asn Pro Gly Val 
145 

Gin Glu Lys Ser 

Ser Asp Asn His 
180 

Ala Lys Gin Asn 
195 

Val Gly Asp Glu 
210 

Lys Tyr Met Arg 
225 

Leu Ala 



Arg Val Val Val 
5 

Phe Leu Ala Gin 

His Ala Leu Gin 
40 

Lys Ser Ser Leu 
55 

Lys Glu His Pro 
70 

Met Thr Asp lie 
85 

Glu Ser Leu Ala 

Phe Leu Glu Tyr 
120 

Gly Asn Val Gly 
135 

Arg lie Val Glu 
150 

Tyr Pro Val Leu 
165 

Leu Asp Tyr His 

Leu Ala Leu Cys 
200 

Arg Phe Tyr Gly 
215 

Leu Leu Asp Lys 
230 



lie Gly Leu Gly 
10 

Lys Gly Val Cys 
25 

Asn Cys Pro Tyr 

His Arg Trp lie 
60 

Trp Val Gin Ala 
75 

Gin Leu Ala Phe 
90 

lie Thr Gly Thr 
105 

Leu Phe Lys Arg 

lie Pro lie Leu 
140 

lie Ser Ser Phe 

. 155 
Ser Gly Gly Met 
170 

Gly Asn Phe Ser 
185 

Met Arg Asn Pro 

His Leu Tyr Leu 
220 

Glu Ser Ala Leu 
235 



Val Ser Gly Arg 
15 

Val Leu Gly Val 
30 

lie Xaa Lys Asn 
45 

Met Leu Ser Ser 

Ala lie Ala Ser 
80 

Gin Thr Glu Lys 
95 

Thr Gly Lys Thr 
110 

Ser Gly lie Pro 
125 

Asp Gly Met Gin 

Gin Leu Ala Asp 
160 

lie Leu Asn lie 
175 

Glu Tyr Phe Gin 
190 

Asp Asp Leu Trp 
205 

Glu Glu Val Gin 

Lys Pro Leu Val 
240 



(2) INFORMATIONS POUR LA SEQ ID NO : 63 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 3 51 acides amines 

(B) TYPE: acide airtin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 6224 14 623 4 6 6 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 63 6: 

Arg Glu Phe Leu He Arg Ala Ser His Asn Lys Thr Arg Lys Gin Met 

15 10 15 

Leu Pro Leu Thr Tyr Val Val Lys Ala Phe Ser He Glv Leu Phe Phe 

20 25 " 30 

Ser Leu Phe Leu Met Lys Pro Leu He Ser Trp Leu Lys Lys Gin Gly 

35 40 45 

Phe Gin Asp His He His Lys Asp His Cys Glu Lys Leu Glu Glu Leu 

50 55 60 

His Lys Asp Lys Ala Tyr He Pro Thr Ala Gly Gly He Val Phe Val 
65 70 75 80 
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Phe Ala Ser Val Leu Ala Val Leu Leu Leu Phe Pro lie Gin Leu Trp 

85 90 95 

Ser Thr Trp Phe Cys lie Gly Thr lie Leu Leu Trp Gly Ala Leu Gly 

100 105 110 

Trp Cys Asp Asp Gin lie Lys Asn Arg Arg Arg Val Gly His Gly Leu 

115 120 125 

Ser Ala Lys His Lys Phe Leu lie Gin Asn Cys Leu Ala Ala Gly Val 

130 135 140 

Val Leu Pro lie Met Phe Ala Tyr Lys Glu Ser Phe Leu Ser Phe His 
145 150 155 160 

Leu Pro Phe Leu Gly lie Val Ser Leu Pro His His Trp Trp Ser Tyr 

165 170 175 

Leu Leu Ser Phe Ala lie Ala Thr Leu Ala lie Val Gly Thr Ser Asn 

180 185 190 

Ser Val Asn Leu Thr Asp Gly Leu Asp Gly Leu Ala Ala Gly Ala Met 

195 200 205 

Val lie Ala Cys Leu Gly Met Leu Val Val Ala Cys Thr Asn Gly Ala 

210 215 220 

Pro Trp Ala Phe lie Cys Cys Val Leu Leu Ala Thr Leu Ala Gly Ser 
225 230 235 240 

Cys Leu Gly Phe Leu Arg Tyr Asn Lys Ser Pro Ala Arg Val Phe Met 

245 250 255 

Gly Asp Thr Gly Ser Leu Phe Leu Gly Ala Met Leu Gly Met Cys Ala 

260 265 270 

Val Leu Leu Arg Ala Glu Phe Leu Leu Leu Phe Met Gly Gly lie Phe 

275 280 285 

Val Leu Glu Ser Leu Ser Val lie Val Gin Val Gly Ser Tyr Lys Leu 

290 295 300 

Arg Lys Lys Arg Val Phe Leu Cys Ala Pro Leu His His His Tyr Glu 
305 310 315 320 

Tyr Lys Gly Leu Ser Glu Lys Ala Val Val Arg Asn Phe Leu lie Val 

325 330 335 

Glu Leu He Cys Val Val Val Gly He He Ala Val Phe Val Asp 
340 345 350 



(2) INFORMATIONS POUR LA SEQ ID NO: 637: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 03 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui _ 



(viii) POSITION DANS LE GENOME: complement { 623 57 0 624 17 8 ) 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 637: 

Asn Gly Arg Phe Leu Leu Ser Ser Asp Ser Phe Arg Arg Val Leu He 

15 10 15 

Ser Ala Pro Asp Gly Asp He Glu Leu Pro Ala Val Phe Pro Tyr Ser 

20 25 30 

Pro Ala Tyr Met Asn Phe He He Ala Val Ala Leu Ala Trp He Thr 

35 40 45 

Asn Val Pro Met Asp Arg Leu Glu Gin Val Ser Gin Ser Leu Phe Leu 

50 55 60 

Pro Ala Met Arg Phe Glu Gin Gin Glu His Asn Gly He Arg Val He 
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Lys 
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He 


Leu 


Gly 


His 
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105 
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Met 


Ala 


Glu 






Arg 


Tyr 


Ser 


Asp 


Glu 


Cys 


His 


He 


Ala 


Val 






115 










120 










iz b 








Ala 


Arg 


Lys 


Ala 


Val 


Thr 


Lys 


Ala 


His 


He 


He 


Phe 


Phe 


Val 


Gly 


Glu 




130 










135 










140 








Lys 


Trp 


Phe 


Pro 


Val 


Arg 


Asp 


He 


Val 


Arg 


Asp 


Ala 


Asp 


Cys 


Gin 


He 


145 










150 










155 








160 


Gly 


Phe 


Tyr 


Ser 


Ala 


Val 


Ser 


Glu 


He 


Met 


Asp 


Thr 


Val 


Lys 


Ala 


Leu 










165 










170 








175 




Val 


Gin 


Gin 


Gly 


Asp 


Val 


Val 


Leu 


Leu 


Lys 


Gly 


Ser 


Arg 


Ser 


Leu 


Glu 








180 










185 










190 






Leu 


Glu 


Thr 


Leu 


Leu 


Pro 


Cys 


Phe 


Ser 


He 


Ser 













195 200 



(2) INFORMATIONS POUR LA SEQ ID NO : 63 8: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 282 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 624 073 624 9 18 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 638: 



Met 


Arg 


Pro 


He 


Leu 


Leu 


Glu 


Glu 


Trp 


Ser 


Ser 


Leu 


Leu 


Leu 


Gly 


Met 


1 








5 










10 










15 




Glu 


He 


Pro 


Arg 


Ser 


Gly 


Lys 


Lys 


Val 


Thr 


Gly 


Val 


Ala 


He 


Asp 


Ser 








20 










25 










30 




Arg 


Leu 


Val 


Leu 


Pro 


Gly 


Asp 


Val 


Phe 


Phe 


Ala 


Leu 


Pro 


Gly 


Asn 


Arg 






35 










40 










45 




Thr 


Ser 


Gly 


His 


Leu 


Phe 


Leu 


Lys 


Gin 


Ala 


Ala 


Gin 


Ser 


Gly 


Ala 


Val 




50 










55 










60 








Ala 


Ala 


Val 


Val 


Ala 


Ser 


Asp 


Tyr 


His 


Gly 


Pro 


Ser 


Tyr 


Gly 


Leu 


Gin 


65 










7 0 










75 








80 


Leu 


Leu 


Arg 


Val 


Ala 


Asp 


Pro 


Arg 


Glu 


Ala 


Leu 


Arg 


Ala 


Ala 


Gly Arg 










85 










90 










95 




Thr 


Gin 


Gly 


Ala 


Leu 


Phe 


His 


Gly 


Glu 


Val 


He 


Gly 


He 


Thr 


Gly 


Ser 








100 










105 










110 




Val 


Gly 


Lys 


Thr 


Thr 


Thr 


Lys 


Asn 


Phe 


Ala 


Asn 


Gin 


Leu 


Leu 


Ser 


Ser 






115 










120 










125 








Val 


Tyr 


Lys 


Val 


Phe 


Met 


Ser 


Pro 


Lys 


Ser 


Tyr 


Asn 


Ser 


Gin 


Leu 


Thr 




130 










135 










140 










Leu 


Pro 


Leu 


Ser 


Val 


Leu 


Met 


Ala 


Asp 


Gly 


Asp 


Glu 


Asp 


Phe 


Leu 


Leu 


145 










150 










155 








160 


Leu 


Glu 


Met 


Gly 


Val 


Ser 


Glu 


Pro 


Asn 


Asn 


Met 


Lys 


Asn 


Leu 


Leu 


Glu 










165 










170 










175 




He 


He 


Glu 


Pro 


Thr 


He 


Gly 


Val 


He 


Thr 


His 


He 


Asp 


Val 


Gin 


His 








180 










185 








190 






Ala 


Met 


His 


Phe 


Leu 


Asp 


Lys 


Gly 


Ala 


Gin 


Gly 


He 


Val 


Glu 


Glu 


Lys 






195 










200 










205 
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Ser Leu Leu Leu Glu Arg Cys Gly Leu Gin Leu lie Pro Lys Asp Ser 

210 215 220 

Ser Trp Phe Gin Phe Phe Ala Lys Lys Asn Ser Ala Ala Glu Arg Phe 
225 230 235 240 

Ser Phe Ser Met Ser Asn Glu Thr Ala Asp Phe Tyr Tyr Arg Ala lie 

245 250 255 

His Ser Glu Glu Ser Leu Leu Val Leu Leu Met Gly Thr Leu Ser Cys 

260 265 270 

Leu Pro Tyr Phe Arg lie Leu Gin Arg lie 
275 280 



(2) INFORMATIONS POUR LA SEQ ID NO: 63 9: 



(i) C ARACTER I ST I QUES DE LA SEQUENCE: 

(A) LONGUEUR: 440 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 625346 626665 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 639: 

Pro Leu Gin Glu Tyr Pro Ala Met Pro His Asp Asn Asn Glu Met His 

15: io 15 

Arg Asn Thr lie His Gin Leu Phe Thr Gly Leu Asp Lys Ala Tyr Gin 

20 25 30 

lie Val Lys Gly Phe Tyr Gly Pro Ala Tyr Ser Ser Ser Ser Lys Asp 

35 40 45 

Phe Phe Lys Gly Arg Gly Tyr His lie Leu Ser Arg lie Glu Leu Ser 

50 55 60 

Asp Pro Phe Glu Arg lie Gly Val Tyr Phe Ala Arg Ser Leu Ala Lys 
65 70 75 80 

Arg lie His Lys Arg His Ala Asp Gly Val lie Ser Ser Val lie Leu 

85 90 95 

Leu Arg Ala Phe Leu Lys Ala Ser lie Pro Phe lie Asp Gin Gly Leu 

100 105 110 

Ser Pro Arg Leu Leu Ala Ser Ala Leu Ala Ser Gin Lys Glu Ala Val 

115 120 125 

Cys Ala Tyr Leu His Ser His Ser Phe Leu Leu Lys Asp Ala Ser Lys 

130 L35 140 

Val Leu Gly Leu lie Arg Ser His Leu Pro Asp Pro Leu lie Gly Glu 
145 150 155 160 

Ala Phe Ala Glu Ala Val Ala Tyr Thr Gly His Glu Gly Ala Val Ala 

165 170 175 

Leu Ser Gin Arg Ser Gly Ser Thr Leu His Leu Val Lys Gly lie Gin 

180 185 190 

Thr Gin Lys Gly Tyr Arg Met Pro Ser Phe Phe Pro His Asp Ser Phe 

195 200 205 

His Glu Asn Pro lie Val Ala Pro Lys lie Phe Val Thr Asp Gin Lys 

210 215 220 

lie His Cys Leu Phe Pro Phe Leu Pro Leu Leu Lys Lys Phe Ser Glu 
225 230 235 240 

Glu Gin Thr Pro Leu lie lie Phe Cys Lys Glu lie Ala Pro Asp Pro 

245 250 255 

Leu Ala Thr Cys lie Ala Asn Arg lie Ala Gly Leu Leu Asp Val Leu 
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260 265 270 

Val Val Thr He Pro Asp Thr Thr Leu Leu Glu Asp He Ala Leu Leu 

275 280 285 

Thr Gly Thr Thr Val Phe Ser Ser Pro Pro Phe Ser Asn Lys Pro Pro 

290 295 300 

He Glu Leu Pro Leu Leu Gly Ser Cys Thr Trp Ala Glu Leu Ser Arg 
305 310 315 320 

Asp His Thr Leu Leu Val Cys Glu Asn Leu Val Pro Glu Val Val Lys 

325 330 335 

Leu Lys Val Arg Gin Leu Asp His Ala He His Asn Ser Glu Asp Glu 

340 345 350 

Thr Ser Arg Lys Leu Leu Lys Lys Arg Lys His Arg Leu Glu Asn Ser 

355 360 365 

He Ala He He Pro Val Lys Gin Asp Thr Ala Pro Leu His Glu Leu 

370 375 380 

Ala Leu Lys Thr Leu Asn Ser Thr Gin Glu Ser Gly Phe Val Leu Gly 
385 390 395 400 

Gly Gly Gly Leu Phe Phe Thr Leu Leu Arg Ala Ser Leu Pro Leu Gin 

405 410 415 

Ser He Leu Lys Lys Asn Lys Leu Leu Phe Arg Phe Tyr Arg Pro Val 

420 425 430 

Pro His Ser Leu Gly Thr Thr Gly 
435 440 



(2) INFORMATIONS POUR LA SEQ ID NO : 64 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 129 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 626514 .. 626900 



(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 64 0: 



Thr 


Gin 


His 


Lys 


Asn 


Leu 


Val 


Ser 


Ser 


Trp 


Glu 


Ala 


Glu 


Gly 


Ser 


Ser 


1 








5 










10 










15 




Leu 


Arg 


Tyr 


Ser 


Glu 


Pro 


Leu 


Phe 


Leu 


Phe 


Arg 


Ala 


Phe 


Ser 


Arg 


Arg 








20 










25 










30 


Thr 


Ser 


Cys 


Cys 


Ser 


Asp 


Phe 


Thr 


Asp 


Pro 


Cys 


Arg 


Thr 


Leu 


Leu 


Glu 






35 










40 










45 








Gin 


Leu 


Val 


Asn 


Ser 


Val 


Tyr 


Met 


Asp 


Gly 


Lys 


Leu 


Val 


Ala 


Asp 


Lys 




50 










55 










60 






Leu 


Cys 


Ser 


Leu 


Gly 


Thr 


Pro 


Ser 


Leu 


Gly 


Phe 


Asn 


Val 


Val 


Ser 


Gin 


65 










70 










75 










80 


Gin 


He 


Glu 


Asp 


Met 


He 


Ser 


Ala 


Gly 


He 


He 


Ala 


Pro 


Leu 


Asn 


Ala 










85 










90 










95 




Val 


Leu 


Asp 


He 


Phe 


Ser 


Cys 


Ser 


Leu 


His 


Thr 


Ala 


Val 


Asp 


Leu 


Leu 








100 










105 










110 






Leu 


Ala 


Ser 


Phe 


Thr 


Thr 


Pro 


Pro 


Thr 


Pro 


Ala 


Ala 


Lys 


Glu 


Lys 


Lys 






115 










120 










125 





Thr 
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(2) INFORMATIONS POUR LA SEQ ID NO: 641: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 00 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 6269 54 627853 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 641: 

lie Gly Phe Ser lie Asn His Arg Phe Ser Met Pro Asn Lys Pro Ser 

1 5 10 15 

His Ala Phe Arg Leu lie His Cys Ser Asp lie His Phe Cys Val Leu 

20 25 30 

Pro Lys Asn Pro Phe Gin Cys Phe Asn Lys Arg Phe Lys Gly Leu Leu 

35 40 45 

Arg Gin Leu lie Gly Gly Val Ser Phe Gin Ala Phe Ala lie Ser Gin 

50 55 60 

Arg Phe Pro Gin Leu Val Lys Gin Leu Glu Ala Asp Ser Val Cys Val 
65 70 75 80 

Thr Gly Asp Met Thr lie Thr Ala Leu Asp Thr Glu Phe Arg Phe Ala 

85 90 95 

Lys Glu Phe Leu Ser Arg Val Glu Ser Val Ala Pro Val Tyr lie Val 

100 105 110 

Pro Gly Asn His Asp Val Xaa Thr His Arg Ala Leu Lys Lys Gin Thr 

115 120 125 

Phe Tyr Ser Tyr Phe Pro Asn Lys Glu Leu Gin Thr His Arg lie Ala 

130 135 140 

Phe Lys Lys Leu Thr Pro Thr Trp Trp Leu Val Leu Leu Asp Cys Ser 
145 150 155 160 

Cys Phe Asn Gly Trp Tyr Thr Ala Asn Gly Glu Val Thr Asp Ser Gin 

165 170 175 

Leu Leu Ala Leu Glu Gin Phe Leu Ser Ser Leu Pro Ala Ser Glu His 

180 185 190 

Val lie Val Ala Asn His Tyr Pro Leu Ser Pro Thr Thr Arg Pro Ala 

195 200 205 

His Asp Leu Leu Asn Tyr Ala Pro Leu Lys Ser Leu Leu Met Asn Ser 

210 215 220 

Pro Ser Val Arg Leu Tyr Leu His Gly His Asp His Tyr Val Glu Leu 
225 230 _ 235 240 

Asp His Leu Pro Pro Leu Val Val Asn Ser Gly Ser Leu Thr Leu Pro 

245 250 255 

Ser Asn Ala Arg Phe His lie lie Asp Leu His Pro Glu Gly Gly Tyr 

260 265 270 

Gin lie Ala Thr Ala Ala Leu Thr Asn Leu Lys Glu Thr Ser Thr Pro 

275 280. 285 

Leu Thr lie Ser lie Glu Glu Asn Thr lie Ser Leu 
290 295 300 



(2) INFORMATIONS POUR LA SEQ ID NO: 642: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 101 acides amines 

(B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 627822 628124 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 642: 



Pro 


Phe 


Leu 


Ser 


Lys 


Lys 


He 


Pro 


Ser 


Leu 


Tyr 


Lys 


Ser 


Ser 


Ala 


Leu 


1 








5 










10 










15 




Asn 


Leu 


Arg 


He 


Thr 


Asn 


Leu 


Glu 


Gly 


Leu 


Pro 


Met 


Lys 


Glu 


Lys 


Lys 








20 










25 










30 


Val 


Leu 


Glu 


Leu 


Ser 


Pro 


Glu 


Ala 


Thr 


Leu 


Leu 


Lys 


Lys 


Leu 


Arg 


Asp 






35 










40 










45 






Arg 


Ala 


He 


Ser 


Gin 


Gin 


Glu 


Thr 


Gin 


Lys 


Arg 


Lys 


Ala 


Trp 


Val 


Glu 




50 










55 










60 








Lys 


Leu 


Ala 


Ala 


Met 


Pro 


Glu 


Ser 


Thr 


Arg Asp 


Tyr 


Leu 


Glu 


Pro 


Gin 


65 










70 










75 










80 


Ala 


His 


Leu 


Glu 


Pro 
85 


Ser 


Gin 


Leu 


Phe 


Arg 
90 


Lys 


Val 


Ala 


Glu 


Arg 
95 


Leu 


Leu 


Glu 


Glu 


Gly 
100 


Ala 

























(2) INFORMATIONS POUR LA SEQ ID NO: 643: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 190 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 62814 6 62 87 1 5 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 643: 



Met 


Val 


Arg 


Val 


Ser 


Thr 


Ser 


Glu 


Phe 


Arg 


Val 


Gly 


Leu 


Arg 


Val 


Glu 


1 








5 










10 










15 




He 


Asp 


Gly 


Gin 


Pro 


Tyr 


Val 


He 


Leu 


Gin 


Asn 


Asp 


Phe 


Val 


Lys 


Pro 








20 










25 










30 




Gly 


Lys 


Gly 


Gin 


Ala 


Phe 


Asn 


Arg 


He 


Lys 


Val 


Lys 


Asn 


Phe 


Leu 


Thr 






35 










40 










45 








Gly 


Arg 


Val 


He 


Glu 


Lys 


Thr 


Phe 


Lys 


Ser 


Gly 


Glu 


Ser 


He 


Glu 


Thr 




50 










55 










60 










Ala 


Asp 


Val 


Arg 


Glu 


Gin 


Gin 


Met 


Arg 


Leu 


Leu 


Tyr 


Thr 


Asp 


Gin 


Glu 


65 










70 










75 








80 


Gly 


Ala 


Thr 


Phe 


Met 


Asp 


Asp 


Glu 


Thr 


Phe 


Glu 


Gin 


Glu 


Leu 


He 


Phe 










85 










90 










95 




Trp 


Asp 


Lys 


Leu 


Glu 


Asn 


Val 


Arg 


Gin 


Trp 


Leu 


Leu 


Glu 


Asp 


Thr 


He 








100 










105 










110 






Tyr 


Thr 


Leu 


Val 


Leu 


Tyr 


Asn 


Gly 


Asp 


Val 


He 


Ser 


Val 


Glu 


Pro 


Pro 






115 










120 










125 








He 


Phe 


Met 


Glu 


Leu 


Thr 


He 


Ala 


Glu 


Thr 


Ala 


Pro 


Gly Val 


Arg 


Gly 




130 










135 










140 






Asp 


Thr 


Ala 


Ser 


Gly 


Arg 


Val 


Leu 


Lys 


Pro 


Ala 


Thr 


Thr 


Asn 


Thr 


Gly 


145 










150 










155 










160 
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Ala Lys lie Met Val Pro He Phe lie Glu Glu Gly Glu Val Val Lys 

165 170 175 

Val Asp Thr Arg Thr Gly Ser Tyr Glu Ser Arg Val Ser Lys 
180 185 190 



(2) INFORMATIONS POUR LA SEQ ID NO: 644: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 29 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 628932 629801 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 644: 



Phe 


Met 


Thr 


His 


Gin 


His 


Lys 


Lys 


He 


Ser 


Glu 


Glu 


Thr 


I le 


Ala 


Cys 










5 










10 










15 




Asp 


Met 


Leu 


Glu 


Arg 


i / i 


Thr 


Gly 


Ser 


Thr 


He 


Gin 


Glu 


Phe 


Gin 


Pt"i~i 








20 










25 










3 0 






xyr 








± Hi. 




riltr 




xyi: 


xyir 


v a. j. 


A on 


val 


rnti 




Pin 






3 5 










40 










45 








lie 


iyr 


J. XI 


val 


XT XTCJ 


v d X 




Arg 


Ply 




Mot" 
lit; l. 


PV10 
it lit; 


C r-\ -*~ 

O til. 


a 1 a 


nla 


HIS 




50 










55 










60 










Ala 


Pro 


Gin 


He 


His 


Thr 


Ser 


He 


He 


Asp 


Phe 


Lys 


Leu 


Gly 


Ser 


Pro 


65 










70 










75 










80 


Gly 


Ala 


Ala 


Leu 


Thr 


Val 


Asp 


Leu 


Cys 


Ser 


Phe 


Leu 


Pro 


Asn 


Ala 


Thr 










85 










90 










95 




Ala 


Ala 


He 


Met 


Leu 


Gly 


Met 


Cys 


Gly 


Gly 


Leu 


Arg 


Ser 


His 


Tyr 


Gin 








100 










105 










110 






He 


Gly 


Asp 


Tyr 


Phe 


Val 


Pro 


Val 


Ala 


Ser 


He 


Arg 


Lys 


Asp 


Gly 


Thr 






115 










120 










125 








Ser 


Asp 


Ala 


Tyr 


Phe 


Pro 


Pro 


Glu 


Val 


Pro 


Ala 


Leu 


Ala 


Asn 


Phe 


Val 




130 










135 










140 










Val 


Gin 


Lys 


Met 


He 


Thr 


Asn 


He 


Leu 


Glu 


Ala 


Lys 


Asn 


Leu 


Pro 


Tyr 


145 










150 










155 










160 


His 


He 


Gly 


He 


Thr' 


His 


Thr 


Thr 


Asn 


He 


Arg 


Phe 


Trp 


Glu 


Phe 


Asn 










165 










170 










175 




Lys 


Glu 


Phe 


Arg 


Arg 


Lys 


Leu 


Tyr 


Glu 


Asn 


Lys 


Ala 


Gin 


Thr 


Val 


Glu 








180 










185 










190 






Met 


Glu 


Cys 


Ala 


Thr 


Leu 


Phe 


Ala 


Ala 


Gly 


Tyr 


Arg 


Arg 


Asn 


Leu 


Pro 






195 










200 










205 








Leu 


Gly 


Ala 


Leu 


Leu 


Leu 


He 


Ser 


Asp 


Leu 


Pro 


Leu 


Arg 


Lys 


Asp 


Gly 




210 










215 










220 










He 


Lys 


Thr 


Lys 


Glu 


Ser 


Ser 


Ser 


Ala 


Val 


Leu 


Asn 


Ser 


His 


Thr 


Lys 


225 










230 










235 










240 


Glu 


His 


He 


Leu 


Thr 


Gly 


Val 


Glu 


Val 


Phe 


Ala 


Ser 


Leu 


Gin 


Lys 


Lys 










245 










250 










255 




Ser 


Gly 


Pro 


Gly 


He 


Lys 


Lys 


Thr 


Lys 


Gly 


Leu 


Pro 


His 


Met 


GlU 


Phe 








260 










265 










270 






Gly 


Gin 


Ala 


Asp 


Asp 


Ser 


Leu 


Ser 


Glu 


Gin 


Thr 


Gly 


Val 


Ser 


Asp 


Gly 






275 










280 










285 









Asp Phe 
290 
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(2) INFORMATIONS POUR LA SEQ ID NO: 645: 

(i) C ARAC TE R I S T I QUE S DE LA SEQUENCE : 

(A) LONGUEUR: 201 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 629804 63 0406 ) 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 645: 



Phe 


Asp 


Phe 


Cys 


Trp 


Arg 


Gly 


Trp 


Thr 


Tyr 


Thr 


Ser 


Ala 


Tyr 


Arg 


Ala 


i 

X 








c 
J 










1 u 










15 




Asn 


His 


Val 


Ala 
20 


Ala 


Gly 


Tyr 


Ser 


Arg 
25 


Ala 


Lys 


Ser 


Asp 


Ser 
30 


Ser 


Ala 


Asp 


Ala 


Asn 
35 


Glu 


Val 


Lys 


Gly 


Ala 
40 


Trp 


Leu 


Ala 


Ala 


Leu 
45 


Glu 


Ser 


Ala 


Gly 


Pro 


Thr 


Ala 


Leu 


He 


Leu 


Ser 


Arg 


Gin 


Asn 


Leu 


Pro 


Thr 


Leu 


Lys 




50 










55 










60 








Glu 


Thr 


Lys 


Arg 


Ser 


Phe 


Arg 


Glu 


Gly 


Val 


Arg 


Lys 


Gly 


Ala 


Tyr 


He 


65 










70 










75 










80 


Leu 


Val 


Lys 


Glu 


Glu 


Gly Asp 


Arg 


Pro 


Asp 


Tyr 


Thr 


Leu 


Cys 


Ala 


Ser 










85 










90 










95 




Gly 


Ser 


Glu 


Val 
100 


His 


Leu 


Ala 


He 


Glu 
105 


Val 


Ala 


Gin 


Ser 


Leu 
110 


Met 


Ala 


Leu 


Asp 


Lys 
115 


Arg 


Val 


Arg 


Val 


He 
120 


Ser 


Phe 


Pro 


Cys 


Trp 
125 


Glu 


Leu 


Phe 


Glu 


Arg 
130 


Gin 


Asp 


Val 


Glu 


Tyr 
135 


Arg 


Glu 


Ser 


Val 


He 
140 


Gly 


Gly 


Asp 


Leu 


Gly 


Leu 


Arg 


Val 


Ser 


He 


Glu 


Ala 


Gly 


Thr 


Ala 


Leu 


Gly 


Trp 


Tyr 


Lys 


145 










150 










155 










160 


Tyr 


He 


Gly 


Ser 


Asn 
165 


Gly 


Leu 


Ala 


He 


Ala 
170 


Met 


Asp 


Gly 


Phe 


Gly 
175 


Met 


Ser 


Gly 


Ala 


Pro 
180 


Asn 


Glu 


Val 


Ala 


Glu 
185 


Thr 


Cys 


Gly 


Phe 


Thr 
190 


Val 


Asp 


Asn 


He 


Val 
195 


Gin 


Arg 


He 


Leu 


Ser 
200 


Val 

















(2) INFORMATIONS POUR LA SEQ ID NO : 64 6: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 221 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 63 02 9 8 63 09 60 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 64 6: 

Lys Phe Leu Ala Ser Pro Arg Arg Lys Val Phe Arg Ser Ser Ala Val 
15 10 15 



1372 



Lys Met Phe Phe Ala Ala Lys Gin Gin Glu Gly Lys Lys Leu Gin Glu 

20 25 30 

Glu Trp Gin Glu Arg Phe Arg Val Trp Ser Lys Gin Ala Pro Glu Gin 

35 40 45 

His Gin Glu Tyr Leu Arg Leu lie Gin Glu lie Ser lie Gin Glu Leu 

50 55 60 

Glu Glu lie Leu Asn Leu lie Asp Met Pro Glu Ser lie Ala Gly Arg 
65 70 75 80 

Ala Ala Ser Asn Lys Val lie Gin Val Leu Ala Glu Asp lie Pro Ser 

85 90 95 

Leu Val Gly Gly Ser Ala Asp Leu Ser Ser Ser Asp Gly Thr Trp lie 

100 105 110 

Ala Lys Glu Gly Thr lie Ser Ala Ser Asp Phe Leu Gly Arg Asn lie 

115 120 125 

Arg Tyr Gly Val Arg Glu Phe Gly Met Gly Thr lie Met Asn Gly Leu 

130 135 140 

Ala Tyr Ser Gin Val Phe Arg Pro Phe Gly Gly Thr Phe Leu Val Phe 
145 150 155 160 

Ser Asp Tyr Leu Arg Ser Ala lie Arg Leu Ala Ala Leu Ser Lys Leu 

165 170 175 

Pro Val lie Tyr Gin Phe Thr His Asp Ser lie Phe Val Gly Glu Asp 

180 185 190 

Gly Pro Thr His Gin Pro lie Glu Gin lie Met Ser Leu Arg Ala lie 

195 200 205 

Pro Gly Leu Arg Val lie Arg Leu Arg Met Arg Met Lys 
210 215 220 



(2) INFORMATIONS POUR LA SEQ ID NO: 647: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 287 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 63 09 15 63 1775 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 647: 



lie 


Asp 


He 


Leu 


Glu 


Lys 


He 


Ala 


Gly 


Thr 


He 


Lys 


Gin 


Leu 


Ser 


He 


1 








5 










10 










15 




Glu 


Ser 


He 


Gin 


Lys 


Ala 


Ser 


Ser 


Gly 


His 


Pro 


Gly 


Met 


Pro 


Leu 


Gly 








20 










25 










30 






Cys 


Ala 


Glu 


Leu 


Ala 


Ala 


Tyr 


Leu 


Tyr 


Gly 


Tyr 


Val 


Leu 


Arg 


Tyr 


Asn 






35 










40 










45 








Ser 


Lys 


Asp 


Ser 


Arg 


Trp 


Val 


Asn 


Arg 


Asp 


Arg 


Phe 


Val 


Leu 


Ser 


Ala 




50 










55 










60 










Gly 


His 


Gly 


Ser 


Ala 


Leu 


Leu 


Tyr 


Ser 


Cys 


Leu 


His 


Leu 


Ala 


Gly 


Phe 


65 










70 










75 










80 


Asp 


Val 


Asn 


Leu 


Glu 


Asp 


Leu 


Gin 


Gin 


Phe 


Arg 


Gin 


Leu 


Gin 


Ser 


Arg 










85 










90 










95 




Thr 


Pro 


Gly 


His 


Pro 


Glu 


Phe 


Arg 


Glu 


Thr 


Asp 


Gly 


Val 


Glu 


Ala 


Thr 








100 










105 










110 






Thr 


Gly 


Pro 


Leu 


Gly 


Gin 


Gly 


Val 


Gly 


Asn 


Ala 


Val 


Gly 


Met 


Ala 


Leu 






115 










120 










125 








Ser 


Leu 


Lys 


Met 


Leu 


Gly 


Ala 


Arg 


Phe 


Asn 


Gin 


Pro 


Ala 


Asn 


Ser 


He 
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130 135 140 

Phe Asp Ala Lys Val Tyr Cys Leu Ala Gly Asp Gly Cys Phe Met Glu 
145 150 155 160 

Gly Val Ser His Glu Ala Cys Ser Phe Ala Gly Ser Leu Gly Leu Asp 

165 170 175 

Asn Leu Val Leu lie Tyr Asp Tyr Asn Glu lie lie Leu Asp Gly Thr 

180 185 190 

Leu His Asp Val Ser lie Glu Asp Thr Lys Gin Arg Phe Leu Ala Tyr 

195 200 205 

Gly Trp Asp Val Phe Glu Thr Asp Gly His Asp Phe Glu Ser Leu His 

210 215 220 

Gin Val Phe Thr Gin lie Lys Lys Ser Gin Cys Lys Pro Thr Leu lie 
225 230 235 240 

lie Ala His Thr lie lie Gly His Gly Ser Pro Lys Glu Gly Thr Asn 

245 250 255 

Lys Ala His Gly Ser Pro Leu Gly Glu Asp Gly Val Ala Gin Thr Lys 

260 265 270 

Ser Phe Trp His Leu Pro Glu Glu Lys Phe Phe Val Leu Arg Gin 
275 280 285 



(2) INFORMATIONS POUR LA SEQ ID NO: 648: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 150 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 63 7 63 5 63 8084 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 648: 

Met Leu Ser Asn Thr Leu Arg Ser Asn Phe Leu Lys Phe Tyr Ala Asn 

1 5 10 15 

Arg Asn His Thr Pro Val Ala Ser Ser Pro Val Phe Pro His Asn Asp 

20 25 30 

Pro Ser lie Leu Phe Thr Asn Ala Gly Met Asn Gin Phe Lys Asn lie 

35 40. 45 

Phe Leu Gly Lys Glu Gin Thr Ser Tyr Thr Arg Ala Thr Thr Ser Gin 

50 55 60 

Lys Cys lie Arg Ala Gly Gly Lys His Asn Asp Leu Glu Asn Val Gly 
65 70 75 80 

His Thr Ser Arg His Leu Thr Phe Phe Glu Met Leu Gly Asn Phe Ser 

85 90 95 

Phe Gly Asp Tyr Phe Lys Gin Asp Ala lie Ser Phe Ala Trp Glu Val 

100 105 110 

Ser Leu Ser Val Phe Asn Phe Asp Pro Asp Phe lie Tyr Ala Thr Val 

115 120 125 

His Glu Lys Asp Asp Glu Xaa Ser Leu Phe Gly Lys Asn lie Phe Arg 

130 135 140 

Gin Thr Glu Phe Phe Val 
145 150 



(2) INFORMATIONS POUR LA SEQ ID NO: 649: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 7 24 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 63 8 03 6 .. 64 02 07 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 649: 



Xaa 


Phe 


Ala 


Leu 


Trp 


Glu 


Lys 


Tyr 


Leu 


Pro 


Thr 


Asp 


Arg 


He 


Phe 


Arg 


l 








b 










1 U 










1 5 




Leu 


Thr 


Asp 


Lys 


Asp 


Asn 


Phe 


Trp 


Ser 


Met 


Ala 


Asp 


Thr 


Gly 


Pro 


Cys 








20 










2b 










3 0 






Gly 


Phe 


Cys 


Ser 


Glu 


Leu 


Leu 


Phe 


Asp 


Arg 


Gly 


Glu 


Lys 


Phe 


Gly 


Lys 






3 5 










4 0 










45 








Ala 


Ala 


Ser 


Pro 


Leu 


Glu 


Asp 


Val 


Asp 


Gly 


Glu 


Arg 


Phe 


Leu 


Glu 


Tyr 




b 0 










b b 










b 0 










Trp 


Asn 


Leu 


val 


Phe 


Met 


Glu 


Phe 


Asn 


Arg 


Thr 


Ser 


Asp 


Gly 


Thr 


Leu 


c c 

ob 










/ U 










1 b 










8 0 


Leu 


Ala 


Leu 


Gin 


Lys 


Lys 


Cys 


vai 


Asp 


Thr 


Gly 


Ala 


Gly 


Leu 


Glu 


Arg 










Q C 










q n 










y b 




Leu 


Val 


Ser 


Leu 


Leu 


Ala 


Glu 


Thr 


Lys 


Thr 


Val 


Phe 


Glu 


Ala 


Asp 


Val 








inn 
1UU 










1 U b 










11 U 






Leu 


Arg 


His 


Leu 


lie 


Ser 


Lys 


He 


Glu 


Asn 


Leu 


Ser 


Gly 


Thr 


Thr 


Tyr 






lib 










ion 










±Zz> 








Ser 


Pro 


Thr 


Glu 


Ala 


Lys 


Gly 


Ala 


Ala 


Phe 


Arg 


val 


He 


Ala 


Asp 


His 




13 0 










1 J b 










14 0 










lie 


Arg 


Ser 


Leu 


Ser 


Pne 


Ala 


He 


Ala 


Asp 


Gly 


Leu 


Leu 


Pro 


Gly 


Asn 


14 b 










1 C Pi 

lbU 










lbb 










16 0 


Thr 


Glu 


Arg 


Gly 


Tyr 


val 


Leu 


Arg 


Lys 


He 


Leu 


Arg 


Arg 


Ala 


Val 


Asn 










1 bb 










1 / U 










1 / b 




Tyr 


Gly 


Lys 


Arg 


Leu 


Gly 


Phe 


Asn 


Arg 


Pro 


Phe 


Leu 


Ala 


Asp 


Val 


Val 








loU 










lob 










19 0 






Pro 


Ser 


Leu 


Val 


Asp 


Val 


Met 


Gly 


GlU 


Ala 


Tyr 


Pro 


Glu 


Leu 


Ser 


Ala 






i y b 










*5 n f\ 










Z Ub 








Ser 


Val 


Thr 


Gin 


He 


Gin 


Glu 


Val 


Leu 


Thr 


Thr 


Glu 


GlU 


Glu 


His 


Phe 




210 










215 










220 










Phe 


Lys 


Thr 


Leu 


Gin 


Arg 


Gly 


Gly 


Asn 


Leu 


Leu 


Gin 


Gin 


Val 


Val 


Lys 


225 










230 










235 










240 


Ser 


Ser 


Ala 


Ser 


Ser 


Ala 


Lys 


He 


Ser 


Gly 


Glu 


Asp 


Ala 


Phe 


Lys 


Leu 










245 










250 










255 




Lys 


Asp 


Thr 


Tyr 


Gly 


Leu 


Pro 


He 


Asp 


Glu 


He 


Ala 


Leu 


Leu 


Ala 


Lys 








260 










265 










270 






Asp 


Tyr 


Asn 


Tyr 


Ala 


He 


Asp 


Met 


Asp 


Thr 


Phe 


Glu 


Lys 


Leu 


Glu 


Val 






275 










280 










285 








Glu 


Ala 


Lys 


Glu 


Arg 


Ser 


Arg 


Lys 


Asn 


Thr 


Lys 


Lys 


Thr 


Lys 


Asn 


Asp 




290- 










295 










300 










Ser 


Asp 


Ser 


val 


Phe 


Gin 


Asp 


Leu 


Asp 


Pro 


Thr 


Asn 


Thr 


Ser 


Glu 


Phe 


305 










310 










315 










320 


He 


Gly 


Tyr 


Asp 


Thr 


Leu 


Ser 


Cys 


Asp 


Thr 


Phe 


He 


Glu 


Gly 


He 


He 










325 










330 










335 




Lys 


Tyr 


Asn 


Glu 


He 


Ala 


Ser 


Ser 


Leu 


Glu 


Glu 


Gly 


Asp 


Glu 


Gly 


Ala 








340 










345 










350 






He 


He 


Leu 


Arg 


Thr 


Thr 


Pro 


Phe 


Tyr 


Ala 


Glu 


Lys 


Gly 


Gly 


Gin 


He 






355 










360 










365 








Gly 


Asp 


Ser 


Gly 


Glu 


He 


Phe 


Cys 


Glu 


Ser 


Gly 


Thr 


Phe 


Leu 


Val 


Ser 
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370 375 380 

His Thr lie Ala Pro Lys Ala Gly Leu lie Val His Leu Gly Lys Leu 
385 390 395 400 

Ser Gin Gly Ser Leu Thr Thr Thr Met Ala Val Thr Ala Gin Val Asn 

405 410 415 

Gin Asn Leu Arg Lys Lys Thr Ala Asn Asn His Thr Gly Cys His Leu 

420 425 430 

Leu His Lys Ala Leu Glu Met Thr Leu Gly Glu His lie Arg Gin Pro 

435 440 445 

Gly Ser Tyr Val Asp Ser Gin Lys lie Arg Leu Asp Phe Thr His Asn 

450 . 455 460 

Lys Ala Leu Ser Pro Glu Asp Leu Leu Ala lie Glu Thr Leu Val Asn 
465 470 475 480 

Glu Lys lie Arg Glu Asn Asp Pro Val Thr lie Arg Glu Val Leu Tyr 

485 490 495 

Ser Asp Val Met Ser Ser Ser Glu lie Lys Gin Phe Cys Gly Asp Lys 

500 505 510 

Tyr Gly Asp lie Val Arg Val Val Leu Ala Gly Phe Ser His Glu Leu 

515 520 525 

Cys Gly Gly Thr His Ala Gin Ala Thr Gly Asp He Gly Tyr Phe Arg 

530 535 540 

He Thr Lys Glu His Ala Val Ala Thr Gly He Arg Arg He Glu Ala 
545 550 555 560 

Thr Thr Gly Glu Asp Ala Glu Asn He Ala Arg Gly Gin Asp Val Asp 

565 570 575 

Leu Asn Glu He Ala Thr Val He Gin Ser Pro Lys Asp Gin He Leu 

580 585 590 

Val Lys He Arg Ser Val Met Glu Glu Lys Lys Asp Leu Ala Lys Gin 

595 600 605 

Val Ala Asp Leu Glu Asn Gin Leu Val Gin Gin Gin Val Lys Thr Leu 

610 615 620 

Leu Thr Ser Cys Glu Lys He Cys Asp Thr Ser Tyr Leu Val Tyr Tyr 
625 630 635 640 

Leu Thr Glu Glu Glu Gly Gin Arg He Gin His Tyr Ala Asn Ala He 

645 650 655 

His Lys Glu He Pro Thr Asn Phe He Ser Leu Trp He Thr Glu Lys 

660 665 670 

Asn Gly Arg Tyr He Val Leu Ser Arg Val Ser Asp Asp Leu Thr Lys 

675 680 685 

Arg Gly Val Gin Ala His Thr Leu Leu Ala Glu Leu Leu Ala Pro Tyr 

690 695 700 

Gly Gly Arg Cys Gly Gly Lys Ala He Ser Ala Gin Gly Ser Ser Ala 
705 710 715 720 

Glu Tyr Leu Lys 



(2) INFORMATIONS POUR LA SEQ ID NO: 650: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 1084 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 64 022 1 .. 643472 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 65 0: 

Gin Asn Phe Lys Thr Met Asp Phe Asp Pro Thr Ser lie Asp Phe Ser 

15 10 15 

Ser Phe Pro Leu Leu Lys Asp Thr Lys Leu Pro Ser Leu Val Glu Asn 

20 25 30 

Leu His Ser Gly Ala Arg Ser Phe Val lie Ala Lys Leu Phe Lys Glu 

35 40 45 

Leu Lys Arg Ser lie Val Val lie Thr Thr Pro Ala Lys Leu Asp Asp 

50 55 60 

Leu Phe Glu Asp Leu Thr Thr Leu Leu Ala Glu Ser Pro Leu Glu Phe 
65 70 75 80 

Pro Ala Ser Glu lie Asp Leu Ser Pro Lys Leu Val Asn Val Asp Ala 

85 90 95 

Val Gly Lys Arg Asp His lie Leu Tyr Ser Leu Gin Lys Gin Ser Ala 

100 105 110 

Pro Val lie Cys Val Thr Thr Leu Lys Ala Leu Leu Glu Arg Thr Pro 

115 120 125 

Ser Pro Glu Ser Met lie Arg Asp His Leu Glu Leu Arg Val Gly Glu 

130 135 140 

Glu Leu Asp Pro Asp Thr Leu Leu Asp Leu Cys Lys Ser Leu Gly Tyr 
145 150 155 160 

Arg His Glu Ala Leu Ala Arg Glu Lys Gly Asp Phe Ala Phe Arg Gly 

165 170 175 

Gly lie Val Asp lie Phe Pro Leu Ser Ser Pro Glu Pro Phe Arg lie 

180 185 190 

Glu Phe Trp Gly Asp Arg Val Ser Ser lie Arg Ser Tyr Asn Pro Ser 

195 200 205 

Asp Gin Leu Ser Thr Gly Lys Leu Ser Gin lie Thr lie Ser Pro Ala 

210 215 220 

Thr Ala lie lie Pro Thr Asp Lys Leu Ser Tyr Ser Leu Leu Asp Tyr 
225 230 235 240 

Phe Lys Ala Phe Pro Leu Cys lie Phe Asp Gly Leu Ser Ser Leu Glu 

245 250 255 

Asp Asn Phe Ser Asp lie Ala Gly lie Leu Ala Ser Leu Pro Lys Arg 

260 265 270 

Phe Met Pro lie Gin Asp Leu Cys Gin Arg lie Leu Lys Glu Phe Thr 

275 280 285 

Pro Leu Phe Phe Glu Glu Lys Thr Phe Pro Asn Leu lie Ser His Lys 

290 295 300 

Asp Thr Gly Phe Ser lie Glu Ala Phe His Lys Lys lie Ser Val Gin 
305 310 315 320 

Arg Val Ser Leu Pro Phe lie Tyr Pro Pro Ala Leu lie Glu Thr Ser 

325 330 335 

Gly Glu Gin Asn Pro Leu Leu Ala Phe Leu Lys Thr Phe Gin Asp Phe 

340 345 350 

Cys Ala Gly Arg Thr Leu Ser Leu Ala Leu Tyr Cys Ser Asn Thr Lys 

355 360 365 

Ser Leu Lys Glu Ala His Asp Leu Ala Ala Ala Cys lie Pro Asn Thr 

370 375 380 

Gin lie Tyr Asp His Pro Thr Thr Leu Ser Ser Ser Phe Ala Leu Val 
385 390 395 400 

Glu Ala Gly Phe Ala Ala Val Ser Leu Ser Glu Phe Ala Ala Ser Lys 

405 410 415 

Val Leu Arg Arg Gin Lys Gin Arg Asn Tyr Phe Ser Thr Thr Thr Glu 

420 425 430 

Glu Val Tyr lie Pro Val Pro Gly Glu Thr Val Val His Leu His Asn 

435 440 445 

Gly lie Gly Lys Phe He Gly He Glu Lys Lys Pro Asn His Leu Asn 
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450 

lie Glu Thr Asp 
465 

Tyr Val Pro Ser 

Ser Glu Lys Ala 
500 

Arg Ser Arg Glu 
515 

Leu lie Gin Met 
530 

Pro Pro His Gly 
545 

Glu Glu Thr Pro 

Met Met Ser Asp 
580 

Phe Gly Lys Thr 
595 

Asp Gly His Lys 
610 

Asn Gin His Phe 
625 

Thr lie Gly Leu 

Thr Leu Glu Asp 
660 

His Lys Val He 
675 

He He Asp Glu 
690 

Lys Glu Arg Phe 
705 

He Pro Arg Thr 

Leu He Thr Met 
740 

Met Glu His Ser 
755 

Leu Arg Gly Gly 
770 

Phe Arg Leu Gly 
785 

Gly Val Ala His 

Tyr Lys Phe Lys 
820 

He Glu Asn Gly 
835 

His Ala Asp Lys 
850 

Val Gly Arg Trp 
865 

Leu Asp Arg Leu 

Lys Gin Glu Tyr 
900 

He Arg Gly Ala 
915 



455 

Tyr Leu Val Leu 
470 

Asp Gin Ala Tyr 
485 

Pro Asp Leu His 

Leu Ser Glu Asn 
520 

Glu Ala Gin Arg 
535 

Glu Glu Val He 
550 

Asp Gin Leu Lys 
565 

Lys Leu Met Asp 

Glu He He Met 
600 

Gin Val He Val 
615 

Glu Thr Phe Ser 
630 

Leu Ser Arg Phe 
645 

He Ala Gin Gly 

Asn Lys Ala He 
680 

Glu Gin Arg Phe 
695 

Pro Thr He Asp 
710 

Leu Tyr Leu Ser 
725 

Pro Pro Leu Asp 

Glu Glu Thr Leu 
760 

Gin Val Tyr Val 
775 

Glu Thr He Arg 
790 

Gly Gin Met His 
805 

Thr Gin Gin Thr 

He Asp He Pro 
840 

Phe Gly Met Ala 
855 

Asn Lys Lys Ala 
870 

Ser Gly Pro Thr 
885 

Gly Gly Gly Met 

Gly Asn He Leu 
920 



460 

Glu Tyr Ala Asp 
475 

Leu He Ser Arg 
490 

His Leu Asn Gly 
505 

Ser Val He Leu 

Ser Thr Ala Asn 
540 

Lys Phe Ala Glu 
555 

Ala He Asp Gin 
570 

Arg Leu He Cys 
585 

Arg Ala Ala Val 

Met Val Pro Thr 
620 

Gin Arg Met Ala 
635 

Ser Gin Gly Lys 
650 

Arg He Asp He 
665 

Glu Phe His Asn 

Gly Val Lys Ala 
700 

Cys Leu Thr Val 
715 

Leu Ser Gly Ala 
730 

Arg Leu Pro Val 
745 

Ser Ala Ala He 

He His Asn Arg 
780 

Thr Leu He Pro 
795 

Ala Asp Glu Leu 
810 

Asn Val Leu Val 
825 

Asn Ala Asn Thr 

Asp Leu Tyr Gin 
860 

Tyr Cys Tyr Xaa 
875 

Ser Lys Arg Leu 
890 

Lys He Ala Leu 
905 

Gly Thr Asp Gin 



Lys Ala Arg Leu 
480 

Tyr Val Gly Ala 
495 

Ala Lys Trp Arg 
510 

Tyr Ala Glu Lys 
525 

Ser Phe He Tyr 

Ser Phe Pro Tyr 
560 

He Tyr Ala Asp 
575 

Gly Asp Ala Gly 
590 

Lys Ala Val Cys 
605 

Thr He Leu Ala 

Gly Leu Pro He 
640 

Thr Met Lys Lys 
655 

Leu He Gly Thr 
670 

Pro Gly Leu Leu 
685 

Lys Asp Ser Leu 

Ser Ala Thr Pro 
720 

Arg Asp Leu Ser 
735 

Ser Thr Phe Val 
750 

Arg His Glu Leu 
765 

He Glu Ser He 

Glu Ala Arg He 
800 

Ala Ser He Phe 
815 

Ala Thr Ala Leu 
830 

He Leu He Asp 
845 

Met Lys Gly Arg 

Leu Val Pro His 
880 

Glu Ala Leu Asn 
895 

His Asp Leu Glu 
910 

Ser Gly His He 
925 
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Ser Ala Val Gly Phe Asn Leu Tyr Cys Lys Leu Leu Lys Lys Ala Val 

930 935 940 

Ala Ala Leu Lys His Lys Gin Lys Pro Met Leu Phe His Asp Asp lie 
945 950 955 960 

Lys lie Glu Phe Pro Tyr His Ala Arg lie Pro Glu Asp Tyr lie Asp 

965 970 975 

Leu Ala Ser Met Arg lie Glu Phe Tyr Gin Lys lie Gly Asn Ala Glu 

980 985 990 

Ser Glu Glu Glu Leu Glu Ala lie Glu Glu Glu Leu Arg Asp Arg Phe 

995 1000 1005 

Gly Pro Ser Pro Glu Ala lie Ser Trp Leu Phe Ala Leu Ala Arg lie 

1010 1015 1020 

Arg Leu lie Ala Gin Glu Tyr His Leu Ser Ser lie Lys Gly Thr Gly 
1025 1030 1035 1040 

Asn Ala Leu Tyr lie Gin Gin Tyr His Asp Lys Asp Lys Gin He Gin 

1045 1050 1055 

Lys Thr Leu Pro Tyr Ser Leu Ser Pro Thr Pro Glu Leu Leu Val Lys 

1060 1065 1070 

Glu Val Gin Glu Ser Val Glu Lys Ala Phe Pro Lys 
1075 1080 



<2) INFORMATIONS POUR LA SEQ ID NO: 651: 

<i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: complement { 64 022 0 64 0 627 ) 
<xi) DESCRIPTION DE LA SEQUENCE': SEQ ID NO: 651: 



Ser 


Arg 


He 


He 


Asp 


Ser 


Gly 


Glu 


Gly 


Val 


Leu 


Ser 


Asn 


Lys 


Ala 


Phe 


1 








5 










10 










15 




Ser 


Val 


Val 


Thr 
20 


Gin 


He 


Thr 


Gly 


Ala 
25 


Leu 


Cys 


Phe 


Cys 


Arg 
30 


Glu 


Tyr 


Arg 


He 


Trp 
35 


Ser 


Leu 


Phe 


Pro 


Thr 
4 0 


Ala 


Ser 


Thr 


Phe 


Thr 
45 


Ser 


Leu 


Gly 


Asp 


Lys 
50 


Ser 


He 


Ser 


Glu 


Ala 
55 


Gly 


Asn 


Ser 


Arg 


Gly 
60 


Asp 


Ser 


Ala 


Asn 


Arg 


Val 


Val 


Lys 


Ser 


Ser 


Asn 


Lys 


Ser 


Ser 


Ser 


Phe 


Ala 


Gly 


Val 


Val 


65 










70 










75 










80 


He 


Thr 


Thr 


He 


Glu 
85 


Arg 


Leu 


Ser 


Ser 


Leu 
90 


Asn 


Ser 


Phe 


Ala 


Met 
95 


Thr 


Lys 


Asp 


Leu 


Ala 
100 


Pro 


Glu 


Trp 


Arg 


Phe 
105 


Ser 


Thr 


Lys 


Asp 


Gly 
110 


Ser 


Phe 


Val 


Ser 


Phe 
115 


Asn 


Lys 


Gly 


Lys 


Leu 
120 


Glu 


Lys 


Ser 


Met 


Leu 
125 


Val 


Gly 


Ser 


Lys 


Ser 
130 


He 


Val 


Leu 


Lys 


Phe 
135 


Cys 



















(2) INFORMATIONS POUR LA SEQ ID NO: 652: 
(i) CARACTERI STIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 337 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineai re 

<iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 643485 64449 5 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 652: 



Arg 


Met 


Pro 


Met 


Thr 


Glv 


Phe 


TVr 


Glu 


Thr 


He 


Ser 


Pro 


Arg 


Asp 


Gin 


1 








5 










10 










15 




Gin 


Arg 


Pro 


Pro 


He 


TrD 


Phe 


Leu 


Arg 


Gin 


Val 


Glv 


Arg 


Tvr 


He 


Pro 








20 










25 










3 0 






Gin 


TVr 


Gin 


Glu 


Leu 


Lys 


Arg 


Asn 


Arg 


Ser 


Leu 


Lys 


Asp 


Phe 


Phe 


Leu 






35 










40 










45 








Asp 


Thr 


Glu 


Ser 


He 


Val 


Glu 


Ala 


Thr 


Leu 


Leu 


Glv 


Pro 


Ser 


Leu 


Leu 




50 










55 










60 










Glv 


Val 


Asp 


Ala 


Ala 


He 


Val 


Phe 


Ala 


Asp 


He 


Leu 


Ser 


He 


Leu 


Glu 


65 










70 










75 










80 


Gly 


Phe 


Ser 


Val 


Asp 


TVr 


Ara 


Phe 


Ala 


Pro 


Gly 


Pro 


Glu 


Val 


Ser 


Tvr 










85 










90 










95 




Ser 


Pro 


His 


Glu 


Pro 


Leu 


He 


Phe 


Thr 


Lys 


Asp 


Pro 


Gin 


Glu 


Thr 


Phe 








100 










105 










110 






Sear 


Phe 


Leu 


Leu 


Glu 


Ala 


He 


Gin 


Gin 


Leu 


Thr 


Lys 


Arg 


Leu 


Thr 


Val 






115 










120 










12 5 








Pro 


Leu. 


He 


Ala 


Phe 


Ala 


Ala 


Ser 


Pro 


Phe 


Thr 


Leu 


Ala 


Ser 




Leu 




13 0 










135 










140 










lie 


Glu 


Gly 


Gly 


Ala 


Ser 


Arg 


Asp 




Pro 


Lys 


Thr 


He 


Ala 


Phe 


Leu 


145 










150 










155 










160 


±yj- 


Gin 


1 Y i 


Pro 


Asp 


Arg 


Phe 


Lys 


Ala 


Leu 


Leu 




ulu 


Tip 


Xil-L 


Leu 










165 










170 










17c; 




Gly 


Thi- 
iiu 


Ala 


X ill. 


Tur 

ryr 


Leu 


Gin 


Met 


Gin 


V d JL 


Vjlll 






Ala 


r\ X d 










180 










185 










190 






lie 


Gin 


Leu 


Phe 


Glu 


Ser 


Ser 


Ser 


Leu 


Arg 


Leu 


Pro 


Pro 


His 


Leu 


Phe 






195 










200 










205 








Ala 


Lys 


Tyr 


Val 


Val 


Ala 


Pro 


Asn 


Thr 


Lys 


Leu 


He 


Arg 


Gin 


He 


Lys 




210 










215 










220 










Gin 


Thr 


Gly 


Asn 


Pro 


Pro 


He 


Ser 


Leu 


Phe 


Cys 


Arg 


Cys 


Phe 


Tyr 


Gin 


225 










230 










235 










240 


Glu 


Phe 


Leu 


Ser 


Leu 


Tyr 


Ala 


He 


Gly 


Ala 


Asp 


Thr 


Leu 


His 


Pro 


Asp 










245 










250 










255 




Tyr 


His 


Val 


Glu 


Leu 


Pro 


Glu 


Val 


Tyr 


Arg 


Gin 


He 


His 


Ser 


Pro 


Gly 








260 










265 










270 






Ser 


He 


Gin 


Gly 


Asn 


Phe 


Asp 


Pro 


Ala 


Leu 


Leu 


Leu 


Leu 


Pro 


Gin 


Asp 






275 










280 










285 








Ala 


Leu 


He 


Ala 


His 


Leu 


Glu 


Ala 


Tyr 


Leu 


Ala 


Pro 


Leu 


Lys 


Gin 


Gin 




290 










295 










300 










Ser 


His 


Tyr 


He 


Phe 


Asn 


Leu 


Gly 


His 


Gly 


lie 


Leu 


Pro 


Gin 


Thr 


Pro 


305 










310 










315 










320 


He 


Glu 


Asn 


Val 


Gin 


Ala 


Val 


Val 


Ser 


Cys 


Leu 


Thr 


Ser 


He 


Ser 


Thr 










325 










330 










335 





Ser 



(2) INFORMATIONS POUR LA SEQ ID NO: 653: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 320 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 64447 1 64 543 0 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 653: 

Met Phe Asn lie Asn Phe Asn Phe Leu Lys Gly Leu His Gin Pro Ala 

15 10 15 

Pro Arg Tyr Thr Ser Tyr Pro Thr lie Val Asp Trp Glu Ser Ser Ser 

20 25 30 

Asp Tyr Gly Tyr Thr Ala Leu Glu Arg Leu Ala Gin Glu Gin Asp Pro 

35 40 45 

Leu Ser Leu Tyr Phe His lie Pro Phe Cys Gin Ser Met Cys Leu Tyr 

50 55 60 

Cys Gly Cys Thr Val Val Leu Asn Arg Lys Ala Glu lie Val Asp His 
65 70 75 80 

Tyr lie Glu Thr Leu lie Gin Glu Met Arg Leu Ala Phe Ser Leu Leu 

85 90 95 

Gly Gly Lys Lys Pro Val Ser Arg lie His Phe Gly Gly Gly Thr Pro 

100 105 110 

Ser Arg Leu Ser Arg Ala Gin Phe Glu Arg Leu Phe Thr His lie His 

115 120 125 

Arg Phe Phe Asp Leu Ser Asn lie Glu Glu Leu Ala lie Glu Phe Asp 

130 135 140 

Pro Arg Ser Leu Arg Glu Asp Ala Asp Lys Pro Leu Phe Leu His Asn 
145 150 155 160 

Leu Gly Phe Asn Arg Val Ser Leu Gly lie Gin Asp Thr Gin Trp Glu 

165 . 170 175 

Val Gin Glu Ala Val Arg Arg Arg Gin Ser Tyr Glu Glu Ser Leu Leu 

180 185 190 

Ala Tyr Gin Leu Phe Arg Asp Leu Lys Phe Thr Gly lie Asn lie Asp 

195 200 205 

Leu lie Tyr Gly Leu Pro Lys Gin Thr Gin Ser Ser Phe Lys Gin Thr 

210 215 220 

lie Glu His lie Leu Asp Met Arg Pro Asp Arg Leu Ala Leu Phe Ser 
225 230 235 240 

Phe Ala His Val Pro Trp Ala Lys Pro His Gin Lys Ala Leu Arg Thr 

245 _ 250 255 

Lys Asp Leu Pro Ser Met Glu Glu Lys Phe Ala lie Tyr Ser Gin Ser 

260 265 270 

Arg His Thr Leu lie Gin Glu Gly Tyr Gin Ala lie Gly Leu Asp His 

275 280 285 

Phe Ser Leu Pro Asp Asp Pro Leu Thr lie Ala Leu Lys Asn Lys Thr 

290 295 300 

Leu lie Arg Asn Phe Gin Gly Thr Leu Phe Leu Leu Lys Lys lie Phe 
305 310 315 320 



(2) INFORMATIONS POUR LA SEQ ID NO: 654: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 14 9 acides amines 

(B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 6453 94 645840 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 654: 

Phe Pro Arg Tyr Ser Leu Pro Pro Glu Glu Asp Leu Leu Gly Phe Gly 

15 10 15 

lie Ser Ala Thr Ser Phe lie Arg Gly lie Tyr Leu Gin Asn Val Lys 

20 25 30 

Asp Leu Arg Glu Tyr Ser Glu Thr lie Gin Ala Ser Lys Leu Ala Thr 

35 40 45 

Val Lys Gly Lys lie Leu Ser Gin Asp Asp Lys lie Arg Lys Trp Val 

50 55 60 

lie His Thr Leu Met Cys Ser Phe Ser Leu Ser Lys Leu Glu Phe Glu 
65 70 75 80 

Gin Arg Phe His Glu Arg Phe Asp Arg Tyr Phe Ala Asp Ser Tyr Asp 

85 90 95 

Arg Leu Cys Gly Met Glu Ser Ala Gly Leu lie Arg Gin Asp Ser Ser 

100 105 110 

Ser Leu Gin Val Thr Pro Leu Gly Glu Leu Phe Val Arg Val lie Ala 

115 120 125 

Thr Ala Phe Asp His Tyr Phe Leu Lys Asn lie Val Glu Lys Pro Leu 

130 135 140 

Phe Ser Lys Ser lie 
145 



(2) INFORMATIONS POUR LA SEQ ID NO: 655: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 424 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 645840 647 1 11 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 655: 



Met 


Lys 


His 


Ala 


Leu 


He 


Val 


Gly 


Ser 


Gly 


He 


Ala 


Gly 


Leu 


Ser 


Ala 


1 








5 










10 










15 




Ala 


Trp 


Trp 


Leu 


His 


Lys 


Arg 


Phe 


Pro 


His 


Val 


Gin 


Leu 


Ser 


He 


Leu 








20 










25 










30 






Glu 


Lys 


Glu 


Ser 


Arg 


Ser 


Gly 


Gly 


Leu 


He 


Val 


Thr 


GlU 


Lys 


Gin 


Gin 






35 










40 










45 








Gly 


Phe 


Ser 


Leu 


Asn 


Met 


Gly 


Pro 


Lys 


Gly 


Phe 


Val 


Leu 


Ala 


His 


Asp 




50 










55 










60 










Gly 


Gin 


His 


Thr 


Leu 


His 


Leu 


He 


Gin 


Ser 


Leu 


Gly 


Leu 


Ala 


Asp 


Glu 


65 










70 










75 










80 


Leu 


Leu 


Tyr 


Ser 


Ser 


Pro 


Glu 


Ala 


Lys 


Asn 


Arg 


Phe 


He 


His 


Tyr 


Asn 










85 










90 










95 




Asn 


Lys 


Thr 


Arg 


Lys 


Val 


Ser 


Pro 


Trp 


Thr 


He 


Phe 


Lys 


Gin 


Asn 


Leu 








100 










105 










110 







1382 



Pro 


Leu 


Ser 


Pne 


Ala 


Lys 


Asp 


Phe 


Pne 


Aia 


Arg 


Pro 


Tyr 


Lys 


Gin 


Asp 






lie: 










ion 
i z u 










IOC 
Izj 








Ser 


Ser 


Val 


Glu 


Ala 


Pne 


Phe 


Lys 


Arg 


HIS 


Ser 


Ser 


Ser 


Lys 


Leu 


Arg 




1 J 0 










1 J b 




















Arg 


Asn 


Leu 


Leu 


Asn 


Pro 


lie 


Ser 


lie 


Ala 


Tin 

lie 


Arg 


Ala 


Gly 


His 


Ser 


14 b 










1 bU 










ire 

1 b b 










1 o U 


His 


lie 


Leu 


Ser 


Ala 


Gin 


Met 


Ala 


Tyr 


Pro 


Glu 


Leu 


Thr 


Arg 


Arg 


Glu 










lob 










1 / U 










1 / b 




Ala 


Gin 


Thr 


Gly 


Ser 


Leu 


Leu 


Arg 


Ser 


Tyr 


Leu 


Lys 


Asp 


Phe 


Pro 


Lys 








180 










185 










19 0 






Glu 


Lys 


Arg 


Thr 


Gly 


Pro 


Tyr 


Leu 


Ala 


Thr 


Leu 


Arg 


Ser 


Gly 


Met 


Gly 






195 










inn 
2 UO 


















Met 


Leu 


Thr 


Gin 


Ala 


Leu 


His 


Asp 


Lys 


Leu 


Pro 


Ala 


Thr 


Trp 


Tyr 


Phe 




210 










zlb 










*5 *} n 

ZZU 










Ser 


Ala 


Pro 


Val 


Ser 


Lys 


lie 


Arg 


Gin 


Leu 


Ala 


Asn 


Gly 


Lys 


lie 


Ser 


o o r 

22o 










2 J U 










ZJ J 










o a n 
Z u 


Leu 


Ser 


Ser 


Pro 


bin 


Cjiy 


Pin 

CjIU 


T 1 /a 

lie 


xnr 


bly 


Asp 


rie c 


Leu 


Tl « 

J. ie 


Tyr 


a i 

Aia 




















*5 c; n 










Zj J 




Gly 


Ser 


val 


HIS 


Asp 


Leu 


Pro 


Ser 


Cys 


Leu 


blU 


1 1 1 


Tin 

lie 


Pro 


fin 

La 1U 


lili 








zbU 


























Lys 


Leu 


lie 


Lys 


Cjin 


Thr 


inr 


Ser 


Ser 


Trp 


Asp 


Leu 


Ser 


Cys 


Ual 

val 


Ser 






2 / b 










zoU 










*") Q C 








Leu 


Gly 


Trp 


His 


Ala 


Ser 


Leu 


Pro 


lie 


Pro 


HIS 


oiy 


Tyr 


pi,, 
oiy 


jMec 


Leu 




t n n 










2 y b 










■inn 










Phe 


Ala 


Asp 


Thr 


Pro 


Pro 


Leu 


Leu 


Gly 


T 1 A 

l ie 


val 


Pne 


Asn 


inr 


(jIU 


vai 


*5 A C 










Tin 










J 1 D 










rion 

JZU 


Phe 


Pro 


Gin 


Pro 


Glu 


Arg 


Pro 


Asn 


Thr 


lie 


Ua 1 

vai 


Ser 


Leu 


Leu 


Leu 


pin 




















Tin 
j j U 










J J J 




Gly 


Arg 


Trp 


His 


Gin 


Glu 


CjIU 


Ala 


Tyr 


Aid 


irne 


Ser 


Leu 


Aia 


Aid 


T 1 Q 

lie 


















~> *i _J 










3 5 0 






Ser 


Glu 


Tyr 


Leu 


Gin 


He 


Tyr 


Thr 


Pro 


Pro 


Gin 


Ala 


Phe 


Ser 


Leu 


Phe 






355 










360 










365 








Ser 


Pro 


Arg 


Glu 


Gly 


Leu 


Pro 


Gin 


His 


His 


Val 


Gly 


Phe 


He 


Gin 


Ser 




370 










375 










380 










Arg 


Gin 


Arg 


Leu 


Leu 


Ser 


Lys 


Leu 


Pro 


His 


Asn 


He 


Lys 


He 


Val 


Gly 


385 










390 










395 










400 


Gin 


Asn 


Phe 


Ala 


Gly 


Pro 


Gly 


Leu 


Asn 


Arg 


Ala 


Thr 


Ala 


Ser 


Ala 


Tyr 










405 










410 










415 




Lys 


Ala 


He 


Ala 


Ser 


Leu 


Leu 


Pro 



















420 



(2) INFORMATIONS POUR LA SEQ ID NO: 656: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 856 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 647 109 .. 649 67 6 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 656: 

Lys He Leu His Arg Ser Phe Gin Asn Gly Leu Leu Arg Cys Pro His 

1 5 10 15 

Asp Glu Lys Ser Leu Gin Ser Ser Leu Lys Arg Asn Lys Gin Val Phe 



1383 









20 










25 










3 0 






XT XI tr 


His 


Met 


Asn 


He 


xy x 


Arg 


Phe 


He 


Ser 


Gly 


Ser 


Cys 


Oel 


1 L p 


php 

xrlle 






3 5 










40 










45 








L e l_l 


Tin 

X 1 tr 


C 1 \r 


xrp 


fl \7 


Tl p 
lie 


V_ y t> 


php 

tr 1 1 tr 


plv 
oiy 


Ala 

-raXa 


Asp 


Va 1 
v a x 


tr 1 u 


Leu 


Ser 


Oln p 




D U 










D D 




















C 1 \r 

b iy 


HIS 


b J. 11 


pT r c 

l- y o 


7\ 1 a 

nX a. 


Asp 


Va 1 
V d 1 


Arg 


Lys 


Ala 
r\xa 


Mot* 


Pin 

Lj 111 


Pin 
v?l LA 


pi \r 

oiy 


Lys 


Pro 












7 0 

/ L/ 










/ _j 










ft n 


Li ©VI 


Leu. 


IT I. L/ 


Tip 

lit; 


Jtrllfcr 


Asp 


Ala 

nla 


Xrllc 


Tits 
lie 


Arg 


Arg 


Tip 
lie 


\/a 1 
v a x 


Asn 


Asp 


c; p>- 

0 tr 1 




















-7 L/ 














Ser 


Ser 


Leu 


Ser 


pi n 
bill 


Lys 


Asp 


Trp 


pin 
blU 


1 111 


Ala 
/\Xa 


Tnr 


Trp 


Leu 


T 1 Q 

lie 


Cys 








i nn 

X u u 










1 OR 
X \J _> 










1 i n 

XXL/ 






bj.ll 


Tyr 


x ± e 


Arg 


bxy 


Ser 


Leu 


Lys 


Arg 


P 1 , r 

b x_y 


p 1 
blU 


PI -n 


P1m 
Lj X U 


Leu 


Cys 


Ser 






1 1 c 

X X -J 










12 0 










125 








r* 1 n 

Lj JL U 


Lsu 


v a x 


T Arc 
1-jy t> 


i 1 W 


Lie LI 


XT 1 1 tr 


O tr 1 


T .01 1 
J_i tr U. 


Ala 
nxa 


Va 1 
v a x 


1*1 e L- 


Prn 
xrx \J 


Prn 

xrX \J 


P 1 ri 
L7111 


CD tr 1 




X J v 










1 iq 
X J J 










14 0 
1 *± w 










Lys 


AT-, 
r\ 1 ct 


Arg 


Tip 

X X ti 


i— *y o 


p 1 Tl 


vai 


xxp 


p 1 n 

trill 


u a l 
vai 


Leu 


Asn 




Pin 


oiy 


Ala 
nia 












X J u 










1 ^ 
1 j j 










1 fi n 


Ssir 


Leu. 


Lys 


Asp 


Leu 


Up 1 


nx y 


T .01 1 

J_j tr U. 


Lj tr LA 


V7lU 


Opy 
OCX 


•Del 


p 1 vr 

vrr Xy 


p-\ r 

y 0 




Q p y- 

Ofer X 










1 fiS 

X U J 










170 










1 7 S 
1 / .j 




ssr 


±r X. <J 


win 




n x 




Xj tr i_l 


Leu 


O tr 1 


Leu 


xy x 


Asn 


Met 


1111 


T .01 1 


nio 








180 










185 










19 0 






OcL 




lyr 




noil 


Lys 


Lys 


Ala 


Glu 


He 


Leu 


Phe 


Ala 


Arg 


Glu 


Gin 






195 










200 










205 








T A/C 

J-»y 


Sen 
noli 


iyx 


V? Ill 


A cn 


Ala 


Leu 


Arg 


Leu 


Cys 


Glu 


Glu 


Leu 


Gin 


Glu 


Asn 




^ 1 u 










215 










220 










JjGU. 


1111 


o tr 1 


v^xy 


T .01 1 


Cys 


Ser 


X: 1 L^ 


Leu 


Ser 


Thr 


Val 


TVr 
lyx 


Glu 


Va 1 
v a x 


p i n 


ZZ J 










Tin 

Z J u 










z, j j 










94 n 

Z 4 u 




nla 


Dho 


Leu 


Lys 


Arg 


Tl 0 

lie 


0 tr 1 


Leu 


Ala 

nla 


Tip 
lie 


Arg 


irp 


VJ3 1 tl 


pin 
L7i.il 


P" 1 1 1 










94 
z ft 










Z ju 










9 ^ ^ 

Zj _j 




Lys 


G1U 


Leu 


bin 


oiy 


Ser 


Pro 


Ser 


Tic* 

lie 


pl n 
blU 


Leu 


Leu 


Leu 


Ala 
Ala 


Tyr 


Cys 








9 ^ n 










j£ D J 










97 0 






Ser 


TV "I 

Ala 


pi n 
blU 


blU 


Ser 


Tyr 


Hi 

Ala 


p* 1 n 

bill 


Ala 
Ala 


val 


blU 


bin 


Leu 


Tip 

lie 


Lys 


Lys 






Z / D 










ion 
zou 










£* O ZD 








T 1 A 

lie 


p i » i 

blU 


Leu 


bly 


Ser 


Leu 


Asp 


Arg 


Ser 


bin 


0 1 1 1 
bXU 


1 

VaX 


Asp 


A 1 =1 
nia 


T 1 j-i 

lie 


Leu 




Ton 
Z i? u 










Z j J 










7 on 










±rne 


Ala. 


MIS 


Ala 


Leu 


Ser 


Lys 


Leu 


Pro 


Trp 


pin 

bXU 


Pill 
blU 


1 nr 


Leu 


pi 1/ 
biy 


Pin 
blU 


J U J 










ii n 

J 1 u 










J J — J 










ion 

J> *J vJ 


TJ i (- 

HIS 


p i * i 

blU 


Leu 


pin 
blU 


val 


Leu 


T 1 a 

lie 


Ser 


biy 


Pl»r 

biy 


HIS 


Tyr 


Leu 


mr 


Ser 


T 1 £=» 

lie 










j / J 










J j u 










jj j 




Tyr 


Ser 


bin 


T_T -J r— 

HIS 


Ala 


Tyr 


rne 


Ser 


Leu 


Leu 


GlU 


Gin 


Tyr 


irne 


Lys 


Lys 








J *3 U 










•J *i _J 










3 50 






Ser 


bin 


lie 


plv, 

bin 


P 1 1 1 
bill 


T1 Q 

x x e 


Ser 


Arg 


Leu 


Leu 


Asp 


Phe 


pi w 

biy 


Lys 


1 11 X 


\7 a 1 

val 






j j 










7 fin 

J y u 










-J U _J 








T~> n 


vai 


Oil! 

bill 


±nr 


HIS 


Lys 


Lys 


Tyr 


Pro 


pin 

bill 


Tyr 


Leu 




t>Vid 

rne 


Leu 


biy 




o / u 










37 5 










380 










Lys 


Tyr 


Trp 


Irlle 


Tyr 


Leu 


Arg 


Asp 


lr lifer 


ser 


Arg 


Ala 


Pin 

ol Li. 


0 1 11 

\j 1 Li. 


Ala 
Ala 


IT lifer 


1 ft ^ 










ion 
0 y \j 










395 










4 n n 

4 V w 


Ser 


Ser 


Wa 1 
vai 


lie 


Arg 


xyr 


Ala 
nla 


Asp 


Arg 


Leu 


Gly Val 


OeX 


Leu 


Ala 
nia 


Pin 
L7IU 










405 










410 










415 




Thr 


Tyr 


GlU 


Tyr 


Leu 


Gly 


Cys 


Leu 


Ala 


Cys 


Tyr 


Lys 


Gly 


His 


Tyr 


Ala 








420 










425 










430 






Ser 


Ala 


Lys 


Glu 


Phe 


Phe 


Leu 


Lys 


Ala 


Tyr 


Lys 


Gly 


Trp 


Gly 


Arg 


Glu 






43 5 










440 










445 








Asp 


Ala 


Gly 


He 


Gly 


Leu 


Tyr 


Leu 


Leu 


Ala 


Val 


Leu 


Glu 


Lys 


Asp 


Pro 




450 










455 










460 










He 


Leu 


Cys 


Gin 


Gin 


Val 


Arg 


Glu 


Gin 


Val 


Ser 


Leu 


Ser 


Phe 


Ser 


His 


465 










470 










475 










480 


Gin 


Glu 


Phe 


Leu 


Lys 


Trp 


Met 


Asp 


Arg 


Asn 


Phe 


Leu 


Pro 


Glu 


Pro 


Gly 



485 490 495 
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Lys Glu Gly Ser Ser 
500 

Ser Glu Glu Glu Phe 
515 

Xaa His Arg Glu Lys 
530 

Asp Gin Leu Asp Arg 
545 

Gin Thr Glu Asp Leu 
565 

Leu Tyr Glu Gly Ser 
580 

Thr Leu Phe Glu Lys 
595 

Gin Asp Pro Ser Ala 
610 

Ala Ser Leu Trp Gin 
625 

Thr Ser Glu Asn Pro 
645 

Arg Pro Trp Gly Asp 
660 

Tyr Leu Ser Gly Asp 
675 

Glu Leu Phe Pro Asn 
690 

Ala Arg Gly Glu Gly 
705 

Ala Leu Glu Thr Phe 
725 

Ala Trp Ala Pro Leu 
740 

Tyr Leu Tyr Leu Gly 
755 

lie Gin Glu Glu Trp 
770 

Asp Pro Pro His lie 
785 

Leu Ala His Val Tyr 
805 

Leu Leu lie Ser His 
820 

Gin Glu Tyr lie Gly 
835 

Glu Leu Leu Ala Asp 
850 



Phe Phe Lys Val Leu Gly 
5Q5 

Tyr Gly Xaa Leu Leu Lys 
520 

Leu Ser Cys Ser Pro lie 
535 

Glu lie Gin Leu Arg Leu 
550 555 
Leu Val Arg Arg Lys Leu 
570 

Phe Val Ser Trp Gly Ser 
585 

Ser lie Leu Gin Cys Phe 
600 

lie Gin Gin lie Ala Glu 
615 

Ser Ser Leu Arg Met Val 
630 635 
lie Ser Lys Ala Tyr Ser 
650 

Arg Leu Tyr Leu Leu Gin 
665 

Thr Glu Leu Leu Glu Tyr 
680 

Ser Pro Leu Leu Pro Leu 
695 

Asp Pro lie Arg Lys lie 
710 715 
Thr Glu Asn Ser Leu Leu 
730 

Tyr Tyr Leu Met Arg Met 
745 

Asn Val Ser Lys Ser Asp 
760 

Asp Ala Pro His His Pro 
775 

Arg Val Ser Leu Glu Met 
790 795 
Glu Ala lie Gin Ala Thr 
810 

lie Glu Lys Arg Phe Phe 
825 

Lys Met Leu Thr Phe Thr 
840 

Ala Ser Trp 
855 



Ser Ser Arg Xaa Leu 
510 

Glu Met lie Ser Arg 
525 

Gin Arg Leu Val Tyr 
540 

Thr Glu Thr Leu lie 
560 

Ser Leu Trp Arg Ala 
575 

Ala His Gin Asn Gin 
590 

Ser Ala Leu Ser Gin 
605 

Ala Phe Ser Ser Gly 
620 

Trp Ala Val Ser His 
640 

Leu Gly lie Ser Asp 
655 

Tyr Ser Leu Glu Gin 
670 

Leu Thr Gin Phe Pro 
685 

Val Tyr Tyr Leu Gin 
700 

Ala Trp Leu Thr Lys 

720 

Ala Lys Glu Met Lys 
735 

Asp Leu Ala Glu Thr 
750 

Thr Leu Phe Glu Ala 
765 

Tyr Val Lys Leu lie 
780 

Arg Trp Val Ser Gly 
800 

Glu Gin Arg Asn Ala 
815 

Gin Thr Arg Pro Arg 
830 

Ser Ser Leu Cys Arg 
845 



(2) INFORMATIONS POUR LA SEQ ID NO: 657: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 12 5 acides amines 

(B) TYPE: acide amine 

{ D ) CONFIGURATION : 1 ineai re 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 64997 0 .. 650344 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 657: 



Met 


Ala 


Leu. 


Lys 


Asp 


Thr 


Ala 


Lys 


Lys 




J. III. 


Asp 


Leu 


Leu 


bill 


Ser 


1 


















i n 










1 C 

lb 




He 


Gin 


Gin 


Asn 


Leu 


Leu 


Lys 


Ala 


Glu 


Lys 


Glv 


Asn 


Lys 


Ala 


Ala 


Ala 








20 










25 










30 






Gin 


Arg 


Val 


Arg 


Thr 


Glu 


Ser 


He 


Lys 


Leu 


Glu 


Lys 


Thr 


Ala 


Lys 


Val 






35 










40 










45 








Tyr 


Arg 


Lys 


Glu 


Ser 


He 


Lys 


Ala 


Glu 


Lys 


Met 


Gly 


Leu 


Met 


Lys 


Lys 




50 










55 










60 










Ser 


Lys 


Ala 


Ala 


Ala 


Lys 


Lys 


Ala 


Lys 


Ala 


Ala 


Ala 


Lys 


Lys 


Pro 


Val 


65 










70 










75 










80 


Arg 


Ala 


Thr 


Lys 


Thr 


Val 


Ala 


Lys 


Lys 


Ala 


Cys 


Thr 


Lys 


Arg 


Thr 


Cys 










85 










90 










95 




Ala 


Thr 


Lys 


Ala 


Lys 


Val 


Lys 


Pro 


Thr 


Lys 


Lys 


Ala 


Ala 


Pro 


Lys 


Thr 








100 










105 










110 






Lys 


Val 


Lys 


Thr 


Ala 


Lys 


Lys 


Thr 


Arg 


Ser 


Thr 


Lys 


Lys 









115 120 125 



(2) INFORMATIONS POUR LA SEQ ID NO: 658: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 43 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 6504 18 651722 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 658: 



Ser 


Leu 


Leu 


Phe 


Phe 


Leu 


Leu 


Ser 


Phe 


Pro 


Phe 


Ser 


Gin 


Arg 


Gin 


Val 


1 








5 










10 










15 




Leu 


Ala 


Asn 


Lys 


Ser 


Thr 


Thr 


Ser 


His 


Leu 


Leu 


Trp 


Arg 


Lys 


Asn 


Leu 








20 










25 










30 






Ser 


Leu 


Ser 


Leu 


Gly 


Phe 


Lys 


Leu 


Leu 


Ser 


Cys 


Tyr 


Arg 


Asn 


Cys 


Lys 






35 










40 










45 








His 


Phe 


Gly 


Val 


Cys 


Gly 


Gly 


Cys 


Ser 


Ser 


Pro 


Gin 


Met 


Glu 


Tyr 


Ala 




50 










55 










60 










Ser 


Ser 


Leu 


Lys 


Thr 


Lys 


Glu 


Leu 


Ala 


Leu 


His 


Asn 


Leu 


Phe 


Ala 


Pro 


65 










70 










75 










80 


Leu 


He 


Pro 


Ser 


Gin 


Asn 


He 


Leu 


Pro 


Val 


He 


Pro 


Cys 


Ser 


Pro 


Leu 










85 










90 










95 




Leu 


Arg 


Gly 


Arg 


Asn 


Lys 


Met 


Glu 


Phe 


Ser 


Phe 


Tyr 


Gin 


Thr 


Val 


Asp 








100 










105 










110 






Gly 


Glu 


Lys 


Thr 


Leu 


Gly 


Phe 


He 


Ser 


Pro 


Ser 


Lys 


Pro 


Lys 


Lys 


Gly 






115 










120 










125 








lie 


Pro 


He 


Thr 


Glu 


Cys 


Leu 


Met 


He 


Asp 


Glu 


Arg 


Ala 


Met 


Asp 


He 




130 










135 










140 










Leu 


Asn 


He 


Thr 


Arg 


Ser 


Trp 


Trp 


Thr 


Ala 


His 


Pro 


Asp 


Leu 


Ser 


Ala 


145 










150 










155 










160 


Tyr 


Tyr 


Pro 


Pro 


Leu 


Asn 


Lys 


Gly 


Ser 


Leu 


Cys 


Thr 


He 


Thr 


Val 


Arg 










165 










170 










175 




Val 


Gly 


Asn 


He 


Ser 


Asn 


Asp 


Phe 


Met 


He 


He 


Leu 


Thr 


Thr 


Ser 


Gly 



180 185 190 
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Arg Glu Glu Phe Ala 
195 

Ser Leu Leu Asp Ser 
210 

Lys Leu Ser Ala Arg 
225 

Tyr Gly Ala Pro Phe 
245 

Ser Leu Phe His lie 
260 

Gin Ala Glu Lys lie 
275 

Gly Glu Glu Thr Leu 
290 

lie Leu Leu Ala Pro 
305 

Pro Asp Ala Val Ala 
325 

Asp Met Glu Val Phe 
340 

Glu Asn Leu Pro Ser 
355 

Gly Met Gin Asn Lys 
370 

Lys lie Val Tyr Val 
385 

Ser Val Leu Val Glu 
405 

Asp Gin Phe Pro His 
420 

Arg Leu Ser 
435 



Val Pro Leu Asn lie lie 
200 

Gly Leu Pro lie Thr Ser 
215 

Asn Ser Pro Thr Thr Phe 
230 235 
Leu Lys Gin Gin Leu Ser 
250 

Arg Pro Arg Ser Phe Phe 
265 

lie Gin Thr lie Lys Glu 
280 

Leu Asp Leu Tyr Cys Gly 
295 

Tyr Val Lys Lys lie He 
310 315 
Ser Ala Gin Glu Asn He 
330 

Leu Glu Asp Ala Lys Gin 
345 

Pro Asp He Val Val He 
360 

Ala Leu Lys Tyr Leu Leu 
375 

Ser Cys Asn Pro Leu Thr 
390 395 
Gin Gly Tyr Gin Leu Arg 
410 

Thr Asn His Leu Glu Asn 
425 



Gin Glu Trp Gin Gin 
205 

He Phe Trp Glu Glu 
220 

Arg Thr Thr His Leu 
240 

He Asp Gly Arg Ser 
255 

Gin Pro Gin Ser Leu 
270 

Phe He Asp Pro Cys 
285 

Ala Gly Thr He Gly 
300 

Gly Val Glu Leu Val 
320 

Gin Leu Asn Ser Val 
335 

Phe Cys Lys Arg Asn 
350 

Asp Pro Pro Arg Cys 
365 

Arg Met Ala Pro Lys 
380 

Gin He Gin Glu Cys 
400 

His Met Gin Pro He 
415 

He Val Leu Leu Glu 
430 



(2) INFORMATIONS POUR LA SEQ ID NO: 659: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 162 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 651686 652 17 1 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 659: 

Ser Phe Gly Lys Tyr Cys Ala Leu Arg Lys Ala Phe Leu Lys Gin Glu 

1 5 10 15 

Ser Leu He Pro Asn Ala Val Pro Ser Gly Lys Gly Leu He Pro Leu 

20 25 30 

Ser Ser Cys Val Asn Leu Ser Phe Leu Thr Leu He Lys Gly Thr Ser 

35 40 45 

Met Tyr Ser Arg Leu Phe Phe Ser He Leu Xaa Phe Leu Gly Cys Cys 

50 55 60 

Pro Ala Leu Phe Ala Asp Thr Asp Ser Pro Gin Arg Ala Thr Phe Gly 
65 70 75 80 

Gin Pro Ala Val Met Leu Gly He Ala He Val Phe Phe Tyr Phe He 
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Leu Trp Arg Pro 
100 

Ser Glu Leu Ala 
115 

Thr lie Ala Glu 
130 

Gly Lys lie Glu 
145 

Glu Lys 



85 

Glu Gin Xaa Arg 

Val Gly Asp Lys 
120 

lie Arg Glu Xaa 
135 

lie Leu Lys Thr 
150 



90 

Arg Gin Ala Met 
105 

Val Thr Ala Met 

Thr Val lie Leu 
140 

Ala lie Ser Glu 
155 



95 

Glu Lys Arg Lys 
110 

Gly lie Val Gly 
125 

Asn lie Ala Ser 

lie Leu Lys Ala 
160 



(2) INFORMATIONS POUR LA SEQ ID NO : 6 60: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 131 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 65251 6 .. 652 9 08 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 660: 



He 


Ser 


Gly 


He 


Ala 


He 


Pro 


Ser 


Pro 


Cys 


Gly 


Gly 


Lys 


Ala 


Ala 


Cys 


1 








5 










10 










15 




Lys 


Gin 


Cys 


Lys 


Val 


Arg 


He 


Thr 


Lys 


Asn 


Ala 


Asp 


Glu 


Pro 


Leu 


Glu 








20 










25 










30 






Thr 


Asp 


Arg 


Ser 


Thr 


Phe 


Ser 


Lys 


Gin 


Gin 


Leu 


Glu 


Gin 


Gly 


Trp 


Arg 






35 










40 










45 








Leu 


Ser 


Cys 


Gin 


Thr 


Lys 


Val 


Gin 


His 


Asp 


Leu 


Cys 


Leu 


Glu 


Val 


Glu 




50 










55 










60 










Asp 


Arg 


Tyr 


Phe 


Asn 


Ala 


Ser 


Ser 


Trp 


Glu 


Gly 


Thr 


Val 


Val 


Ser 


Asn 


65 










70 










75 










80 


Glu 


Asn 


Val 


Ala 


Thr 


Phe 


He 


Lys 


Glu 


Leu 


Val 


Leu 


Ser 


Val 


Asp 


Pro 










85 










90 










95 




Ser 


Arg 


Pro 


He 


Pro 


Phe 


Lys 


Pro 


Gly 


Gly 


Tyr 


Leu 


Gin 


He 


Thr 


Val 








100 










105 










110 






Pro 


Pro 


Tyr- 


Lys 


Thr 


Asn 


Thr 


Phe 


Gly 


Leu 


Glu 


Ala 


Asp 


Tyr 


Gly 


Ser 






115 










120 










125 








Pro 


He 


Leu 





























130 



(2) INFORMATIONS POUR LA SEQ ID NO: 661: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 65 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : 6527 9 9 .. 653 5 93 



1388 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 661: 



Tin 

lie 


Leu 


Arg 


Ala 


Leu 


pne 


Leu 


Leu 


Asn 


Leu 


fin 

blU 


Ala 


Tl- 
116 


Tyr 


Lys 


Leu 


JL 








J 










10 










X -J 




Pro 


Phe 


Leu 


Leu 


lie 


Lys 


Pro 


lie 


Leu 


icl 


Asp 


Trp 


Lys 


pl n 

bin 


inr 


i v ie u 








z u 










^ -j 
















Asp 


Pro 


ply, 

bin 


Tyr 


Tyr 


Ser 


Asp 


m 

Trp 


blU. 






nlS 


Leu 


rile 


Asp 




































Vdl 


i le 


Asp 


Asn 


Leu 


Ser 


Leu 


Asp 


J. J. IX. 




C o v- 


Ala 


Asn 


Lys 


nla 


iyr 




b u 




















n 

o u 










Ser 


Leu 


Ala. 


Ser 


Tyr 


Pro 


nla 


blU 


Leu 


Pro 


Leu 


ti 0 

lie 


Lys 


rXlc 


Asn 


V a. X 


b o 










*7 n 




















ft n 

O VJ 


Arg 


lie 


Ala 


inr 


Pro 


Ser 


irne 


vai 


Asp 


bin 


Aia 


Pro 


Asp 


Pro 


lili 


Tl Q 

lie 










ft ^ 




















95 




Pro 


Trp 


L»iy 


vai 


Cys 


Ser 


Ser 


Tyr 


116 


xrlltr 


Ser 


Leu 


Lys 


Pro 


biy 


Asp 








inn 

1UU 










i rm 

IUj 










1 1 n 

11U 






Lys 


Val 


Met 


vai 


Ser 


P 1 -\ r 

c*iy 


Pro 


Tyr 


pi,, 

L»iy 


pi n 
bill 


Ser 


rfie 


rie l_ 


Lys 


pi,i 

blU 


Asn 






lib 










1^ u 










1 TC 

1Z j 








Asn 


Arg 


Pro 


vai 


lie 


rfie 


Leu 


lie 




Pi ir 

biy 


Ala 
Ala. 


Pi v 


Ser 






p i if 

uiy 




1 J U 










1-3 D 










IAD 
14U 










Arg 


Ser 


His 


Tin 

lie 


Leu 


Asp 


Leu 


Leu 


Leu 


Asn 


Lys 


rll S 


Ser 


Asp 


Arg 


blU 


14b 










1 b U 










ID J 










lou 


Leu 


Thr 


Leu 


Trp 


Tyr 


pi,, 
oiy 


Ala 


Arg 


Ser 


Leu 


Lys 


pi n 


Asn 


Tl Q 

lie 


Tyr 


pin 

bin 










165 










170 










175 




Glu 


Glu 


Tyr 


Glu 


Lys 


Leu 


Glu 


Lys 


Glu 


Phe 


Pro 


Asn 


Phe 


His 


Tyr 


His 








180 










185 










190 






Leu 


Val 


Leu 


Ser 


Gin 


Pro 


Leu 


Gin 


Glu 


Asp 


Leu 


Asp 


Gin 


Gly 


Trp 


Asp 






195 










200 










205 








Lys 


Asn 


Asp 


Pro 


lie 


Lys 


Thr 


Asn 


Phe 


Leu 


Phe 


Lys 


Ala 


Phe 


Glu 


Leu 




210 










215 










22 0 










Gly 


Gin 


Leu 


Ser 


His 


Leu 


Pro 


Asn 


Pro 


Glu 


Asp 


Tyr 


Leu 


Tyr 


Tyr 


Val 


225 










230 










235 










240 


Cys 


Gly 


Pro 


Ala 


Leu 


His 


Asn 


Ser 


Ser 


He 


Leu 


Thr 


Val 


Leu 


Asp 


Asn 










245 










250 










255 




Tyr 


Gly 


Val 


Ser 


Ala 


Leu 


Leu 


Leu 


Phe 

















(2) INFORMATIONS POUR LA SEQ ID NO: 662: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

<A) LONGUEUR: 572 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 66013 6 6 6 18 51 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 662: 

Met Lys Arg Thr Pro Ala Pro Leu Ala Phe Arg Lys Ala Ala Ala Phe 

15 10 15 

Gly Ala lie Pro Val Cys Cys Ala Val Leu Leu Ser Met lie Ser Pro 

20 25 30 

Ala Gin Asn Leu Pro Gin Phe Leu Ala Thr Arg Val Pro Met Val Val 

35 40 45 

Met Asp Leu Gin Pro Pro Lys Ala Tyr Leu Gly Gly lie Pro Phe Tyr 
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50 

Leu Leu Tyr Asp 
65 

Val Gly Thr Gly 

Tyr Leu lie Pro 
100 

Asp Leu Leu Lys 
115 

Cys Lys Lys Leu 
130 

Glu Pro Ser Leu 
145 

Met Leu Lys Leu 

Asp Leu His Asp 
180 

Pro His Pro Thr 
195 

Pro Asn Leu Leu 
210 

Tyr Lys Pro Leu 
225 

Pro Asp Leu Pro 

Pro Glu Ser Leu 
260 

Gin Thr Leu Ala 
275 

Ser Gly Pro Thr 
290 

Lys Val Gin Lys 
305 

Gin Ala Ser Ser 

Val Gly lie Glu 
340 

Asp Leu Leu Glu 
355 

Leu Leu Leu Gly 
370 

Ala Thr Met Pro 
385 

Ser Val Cys lie 

Pro Thr Asp lie 
420 

Thr Gly Tyr Ser 
435 

Ser Lys Glu Ala 
450 

Leu Arg Tyr Glu 
465 

Phe Asn Ser Arg 

Glu lie Pro Glu 
500 

Ser Asp Leu Leu 
515 



55 

Gly Asn Ser Phe 
70 

Leu lie Phe Leu 
85 

Lys Ser Phe Val 

Phe Leu Lys Asn 
120 

Leu Lys Asn Leu 
135 

Arg Val Pro Ser 
150 

Pro Thr Pro Val 
165 

Asp Ser Ser Val 

Lys Arg Thr Leu 
200 

Pro Lys Asp Ser 
215 

Pro Thr Pro Ser 
230 

Gin Tyr His Leu 
245 

Leu Glu Glu Leu 

Ser Phe Gly lie 
280 

Leu Ala Ala Phe 
295 

lie Lys Ala Leu 
310 

lie Arg lie lie 
325 

lie Pro Asn Pro 

Asp Tyr Gin Lys 
360 

Arg Lys Ala Asn 
375 

His Leu lie lie 
390 

Asn Thr Lie Val 
405 

Lys Leu Val lie 

Gin Leu Pro His 
440 

His Ser Ala Leu 
455 

lie Leu Arg Phe 
470 

Thr Arg Asn Val 
485 

Lys Met Pro Phe 

Leu Ser Ser Ser 
520 



60 

Ser Leu Lys Leu 
75 

Ala lie Leu Leu 
90 

Leu Lys Lys Lys 
105 

Lys Phe Tyr Ala 

Val Asn Asn Lys 
140 

Ser Pro Ser Val 
155 

lie Ser Leu Pro 
170 

Asn Arg Thr lie 
185 

Ser Pro Gin Lys 

Ala Ser Ala Pro 
220 

Pro Phe Val Leu 
235 

Leu Ser Lys Arg 
250 

Lys Lys Lys Ala 
265 

Glu Ala Ala lie 

Glu Val Leu Pro 
300 

Glu Asn Asp lie 
315 

Ala Pro lie Pro 
330 

Asp Pro Gin Pro 
345 

Gly Thr Gin Arg 

Gly Asp Asn Phe 
380 

Ala Gly Thr Thr 
3 95 

Met Ser Leu lie 
410 

Val Asp Pro Lys 
425 

Met Leu Thr Pro 

lie Trp Leu Val 
460 

Leu Gly Leu Arg 
475 

Asp lie Glu Ala 
490 

lie Val Gly lie 
505 

His Asp lie Glu 



Leu lie Gly Ala 
80 

Cys Ala lie Phe 
95 

Ala Leu Leu Asp 
110 

Cys Trp Asn Ala 
125 

Ser Tyr Val Pro 

Ala Lys Lys Glu 
160 

Leu Glu Asn Lys 
175 

Phe Leu Thr Pro 
190 

Arg Thr Asp Leu 
205 

Ala Gin Thr Ser 

Ala Gly Asp Ala 
240 

Asn Val Arg Arg 
255 

Ala lie Leu Gin 
270 

Gly Asn lie Cys 
285 

Asn Thr Gly Val 

Ala Leu Asn Leu 
320 

Gly Lys Ala Ala 
335 

Val Asn Phe Arg 
350 

Leu Gin Val Pro 
365 

Trp Thr Asp Leu 

Gly Ser Gly Lys 
400 

Met Thr Ser Pro 
415 

Lys Val Glu Leu 
430 

Val lie Thr Glu 
445 

Arg Glu Met Glu 

Asn lie Gin Ser 
480 

Ser Tyr Asp Lys 
495 

lie Asp Glu Leu 
510 

Thr Pro lie Val 
525 
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Arg Leu Ala Gin Met 
530 

Thr Gin Arg Pro Ser 
545 

Ser Leu Leu Glu Ser 
565 



Ala Arg Ala Val Gly He 
535 

Arg Asp Val He Thr Gly 
550 555 
Pro Leu Lys Leu Pro Thr 
570 



His Leu He Leu Ala 
540 

He He Lys Ala Asn 
560 

Lys 



(2) INFORMATIONS POUR LA SEQ ID NO: 663: 

(i) C ARACTER I ST I QUES DE LA SEQUENCE : 

(A) LONGUEUR: 181 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 66174 0 6 62282 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 663: 



Ser 


Cys 


Arg 


Asn 


Pro 


Pro 


Asn 


Leu 


Ser 


Asn 


Thr 


Thr 


Pro 


Phe 


Ser 


Arg 


1 








5 










10 










15 




Cys 


Asp 


His 


Arg 


Asn 


Asn 


Gin 


Ser 


Lys 


Phe 


Pro 


Ser 


Arg 


He 


Ala 


Phe 








20 










25 










30 






Lys 


Val 


Ala 


Asn 


Lys 


Val 


Asn 


Ser 


Gin 


He 


He 


He 


Asp 


Glu 


Pro 


Gly 






35 










40 










45 








Ala 


Glu 


Asn 


Leu 


Met 


Gly 


Asn 


Gly 


Asp 


Met 


Leu 


Val 


Val 


Ser 


Pro 


Gly 




50 










55 










60 










Ser 


Phe 


Ala 


Pro 


Val 


Arg 


Val 


Gin 


Gly 


Ala 


Tyr 


He 


Cys 


Asp 


Asp 


Asp 


65 










70 










75 










80 


He 


Asn 


Lys 


Val 


He 


Lys 


Asp 


Leu 


Cys 


Ser 


Arg 


Phe 


Pro 


Cys 


Lys 


Tyr 










85 










90 










95 




Val 


He 


Pro 


Ser 


Phe 


Asn 


Thr 


Tyr 


Asp 


Asp 


Pro 


Gly 


Ser 


Met 


Asp 


Pro 








100 










105 










110 






Glu 


Asp 


Leu 


Asp 


Pro 


Leu 


Phe 


Asn 


Gin 


Ala 


Lys 


Thr 


Leu 


Val 


Leu 


Gin 






115 










120 










125 








Thr 


Gly 


Asn 


Ala 


Ser 


Thr 


Thr 


Phe 


Leu 


Gin 


Arg 


Lys 


Leu 


Lys 


He 


Gly 




130 










135 










140 










Tyr 


Ala 


Arg 


Ala 


Ala 


Ser 


He 


He 


Asp 


Gin 


Leu 


Glu 


GlU 


Ala 


Arg 


He 


145 










150 










155 










160 


Val 


Gly 


Pro 


Ser 


Glu 


Gly 


Ala 


Lys 


Pro 


Arg 


Gin 


He 


Leu 


Val 


Gin 


Leu 










165 










170 










175 




Ser 


Asn 


Gin 


Asp 


Asp 

























180 



(2) INFORMATIONS POUR LA SEQ ID NO: 664: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 63 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: 1 ineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 662286 663 074 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 664: 



Ser 


Met 


Glu 


Gly 


Phe 


Cys 


Pro 


He 


Ala 


Ser 


Glv 


Ser 


Lys 


Glv 


Asn 


Cys 


1 








5 










10 










15 




Ala 


Tyr 


Leu 


Gly 


Thr 


Arg 


Ser 


Cvs 


Lys 


Leu 


Leu 


He 


Asp 


Leu 


Gly 


He 








20 










25 










3 0 






Ser 


Lys 


Gin 


Ala 


Val 


Thr 


Glu 


Ala 


Leu 


His 


Ser 


Met 


Glv 


He 


His 


Pro 






35 










40 










45 








Glu 


Asp 


He 


Gin 


Gly 


He 


Phe 


Val 


Thr 


His 


Glu 


His 


Ser 


Asp 


His 


He 




50 










55 










60 










Ala 


Glv 


Leu 


Arg 


Ser 


Phe 


He 


Lys 


Thr 


Tvr 


Arg 


Thr 


Pro 


He 


He 




65 










70 










75 










8 0 


Asn 


He 


Glu 


Thr 


Ala 


Arg 


Ser 


Leu 


Arg 


Gin 


Leu 


Leu 


Asp 


Leu 




Pro 

irx w 










85 










90 














Thr 


Phe 


Lys 


He 


Phe 


Thr 


Thr 


Glv 


His 


Arg 


Phe 


Ser 


Leu 




Asp 


Leu 








100 










105 










X X \J 






Arcr 


Val 


Gin 


Thr 


Phe 


Asn 


Val 


Pro 


His 


Asp 


Ala 


Val 


Asp 


Pro 


Va 1 
v d x 








115 










120 










j. ^ j 








Phe 


He 


Phe 


Gin 


Tvr 


Ser 


Gly 


Met 


Lys 


Leu 


v-3 X y 


sr lifer 


^"Jr * 


X XIX 


Asp 


Leu 




13 0 










13 5 










1 dO 










Glv 


TriD 


Val 


Thr 


Ser 


TrtD 


He 


Thr 


His 


Leu 


Leu 




nop 


v — y t> 


Asp 


ryr 


145 










150 










155 










X o u 


Leu 


Leu. 


He 


Glu 




Asn 




Asp 


if L. \j 


C 1 1 1 
vjt JL U. 


rfle c 


va JL 


Leu 


Arg 


Ser 


Ser 










165 










170 










175 




Arg 


Pro 


Glu 


Ser 


Cys 


Lys 


Gin 


Arg 


He 


Leu 


Ser 


Lys 


Gin 


Gly 


His 


He 








180 










185 










190 






Ser 


Asn 


Ala 


Glu 


Cys 


Gly 


Ala 


Leu 


Leu 


Gin 


Arg 


Val 


Leu 


Thr 


Pro 


Arg 






195 










200 










205 








He 


Lys 


Lys 


He 


Tyr 


Leu 


Ala 


His 


Leu 


Ser 


Leu 


Glu 


Cys 


Asn 


Thr 


Ala 




210 










215 










220 










Glu 


Gin 


Ala 


Leu 


Asn 


Thr 


Val 


Thr 


Ser 


Ala 


He 


Gin 


Glu 


He 


Thr 


Asp 


225 










230 










235 










240 


Val 


His 


Pro 


Val 


He 


Ala 


Gin 


Ser 


Ser 


Gly 


He 


Thr 


Asp 


Pro 


He 


Phe 










245 










250 










255 




Phe 


Ser 


Ala 


Pro 


Ser 


Leu 


Val 





















260 



(2) INFORMATIONS POUR LA SEQ ID NO: 665: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 260 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

< i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 662 9 51 66373 0 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 665: 

Tyr Gly Arg Ala Ser Phe Glu Tyr Ser Asp Val Cys His Ser Arg Asp 

15 10 15 

His Arg Cys Ser Ser Arg Asn Cys Ser Lys Phe Trp His Tyr Arg Ser 

20 25 30 

Tyr Phe Leu Phe Cys Ser Glu Pro Cys Met Thr Thr Asn Ser Thr Gin 
35 40 45 
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Asp 


Thr 


Leu 


Tyr 


Leu 


Ser 


Leu 


His 


Gly 


Gly 


He 


Asp 


Ser 


Ala 


He 


Pro 




bU 










bb 










D 0 










Tyr 


Pro 


Val 


Arg 


Arg 


Val 


Glu 


Gin 


Leu 


Leu 


Gin 


Phe 


Ser 


Phe 


Leu 


Pro 


bb 










/ U 










*"7 C 

/ b 










80 


Glu 


Leu 


Gin 


Phe 


Gin 


Asn 


Ala 


Ala 


Val 


Lys 


Gin 


Arg 


He 


Gin 


Arg 


Leu 










o c 
o b 










q r\ 

y u 










9 b 




Cys 


Tyr 


Arg 


Glu 


Glu 


Lys 


Arg 


Leu 


Ala 


Val 


Ser 


Ser 


Leu 


Ala 


Lys 


Trp 








i nn 










1 AC 

1 U b 










110 






Leu 


Gly 


Gin 


Leu 


His 


Lys 


Gin 


His 


Leu 


Arg 


Ala 


Pro 


Lys 


Asn 


Pro 


Pro 






lib 










120 










12 5 








Val 


Ala 


lie 


Cys 


Trp 


He 


Asn 


Ser 


Tyr 


Val 


Gly 


Tyr 


Gly 


Val 


Phe 


Ala 




13 0 










13 5 










140 










Arg 


Glu 


Ser 


lie 


Pro 


Ala 


Trp 


Ser 


Tyr 


He 


Gly 


Glu 


Tyr 


Thr 


Gly 


He 


14 b 










IbU 










lb b 










160 


Leu 


Arg 


Arg 


Arg 


Gin 


Ala 


Leu 


Trp 


Leu 


Asp 


Glu 


Asn 


Asp 


Tyr 


Cys 


Phe 










16b 










1/0 










17 5 




Arg 


Tyr 


Pro 


Val 


Pro 


Arg 


Tyr 


Ser 


Phe 


Arg 


Tyr 


Phe 


Thr 


He 


Asp 


Ser 








180 










185 










190 






Gly 


Met 


Gin 


Gly 


Asn 


Val 


Thr 


Arg 


Phe 


He 


Asn 


His 


Ser 


Asp 


Asn 


Pro 






195 










200 










205 








Asn 


Leu 


Glu 


Ala 


He 


Gly 


Ala 


Phe 


Glu 


Asn 


Gly 


He 


Phe 


His 


He 


He 




210 










215 










220 










lie 


Arg 


Ala 


He 


Lys 


Asp 


He 


Leu 


Pro 


Gly 


Glu 


Glu 


Leu 


Cys 


Tyr 


His 


225 










230 










235 










240 


Tyr 


Gly 


Pro 


Leu 


Tyr 


Trp 


Lys 


His 


Arg 


Lys 


Lys 


Arg 


Glu 


Glu 


Phe 


Val 










245 










250 










255 




Pro 


Gin 


Glu 


Glu 
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(2) INFORMATIONS POUR LA SEQ ID NO: 666: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 15 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 663745 664212 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 666: 



He 


Gin 


Glu 


Thr 


Ser 


He 


Met 


Gin 


Leu 


Thr 


Ser 


Gin 


Ala 


Phe 


Ser 


Tyr 


1 








5 










10 










15 




Gly 


Arg 


Pro 


He 


Pro 


Lys 


Lys 


Tyr 


Ser 


Cys 


Gin 


Gly 


Val 


Gly 


He 


Ser 








20 










25 










30 






Pro 


Pro 


Leu 


Ser 


Phe 


Ser 


Asp 


Val 


Pro 


Arg 


Glu 


Ala 


Lys 


Ser 


Leu 


Val 






35 










40 










45 








Leu 


He 


Val 


Glu 


Asp 


Pro 


Asp 


Val 


Pro 


Pro 


Ser 


Val 


Arg 


Glu 


Asp 


Gly 




50 










55 










60 










Leu 


Trp 


He 


His 


Trp 


He 


Val 


Tyr 


Asn 


Leu 


Ser 


Pro 


Val 


Val 


Ser 


Asn 


65 










70 










75 










80 


Leu 


Ala 


Glu 


Gly 


Ala 


Gin 


He 


Phe 


Ala 


Val 


Gin 


Gly 


Leu 


Asn 


Thr 


Ala 










85 










90 










95 




Gly 


Glu 


He 


Gly 


Tyr 


Cys 


Pro 


Pro 


Cys 


Pro 


Pro 


Asp 


Ala 


Lys 


His 


Arg 








100 










105 










110 






Tyr 


Tyr 


Phe 


Tyr 


Ala 


Tyr 


Ala 


Leu 


Asp 


Val 


Val 


Leu 


Ser 


Asp 


Glu 


Glu 
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115 120 125 

Gly Val Thr Lys Glu Gin Leu Leu Glu Ala Met Asp Gly His lie lie 

130 135 140 

Ala Thr Ala Glu Leu Met Gly Thr Tyr Glu Lys Asp 
145 150 155 



(2) INFORMATIONS POUR LA SEQ ID NO: 667: 

(i) CARACTER I STI QUES DE LA SEQUENCE: 

(A) LONGUEUR: 455 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 664255 66561 9 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 667: 

Met Leu Gin Phe Leu Lys Gin lie Asn His Phe Leu Thr Ser Phe Cys 

15 10 15 

Val Phe Pro Leu lie Leu Cys Leu Gly Gly lie Leu Thr Trp Lys Leu 

20 25 30 

Arg Gly Leu Gin Phe Thr Ser Leu Gly Met Ser Phe Arg Leu Met Leu 

35 40 45 

Asn Asn Gin Gin Glu Gin Ala Gly Ala Glu Gly Glu Gly Val Ser Arg 

50 55 60 

Tyr Glu Ala Val Ala Gly Met Leu Ala Gly Asn Phe Gly Thr Gly Asn 
65 70 75 80 

lie Ala Gly Met Ala lie Ala Val Ala Ser Gly Gly Pro Gly Ala Leu 

85 90. 95 

Leu Trp lie Trp lie Val Thr Leu Phe Ala Ala lie Val Gin Tyr Ala 

100 105 no 

Gly Ala Phe Leu Gly Cys Lys Tyr Arg Gin Phe Gin Lys Glu Ser Gin 

115 120 125 

Glu Tyr lie Gly Gly Pro lie Ala Cys Leu Gly Tyr Lys Met Gly Ser 

130 135 140 

Arg Phe Xaa Ala Val Ala Xaa Cys Val Ala Ser Leu lie Thr Ala Phe 
145 150 155 160 

Ser Ala Gly Ser Leu Val Gin Val Asn Ser lie lie Ser Leu Cys Ala 

165 170 175 

Asp Gly Val Ser Ala Lys Lie Ala Val Gly lie Leu Leu Ala Leu Ser 

180 185 190 

Val Tyr Pro lie Leu Ala Gly Gly Asn Thr Arg Val Leu Arg Phe Ser 

195 200 205 

Ala Lys Ala lie Pro Phe Val Ala Gly Phe Tyr Phe Leu Phe Ser Val 

210 215 220 

lie Val Leu Ala Met His Cys Asp Lys lie Leu Pro Ala Leu Gin Leu 
225 230 235 240 

Val Phe Ser Ser Ala Leu Gly Val Lys Ala Gly lie Ala Gly Val Gly 

245 250 255 

Gly Tyr Thr Leu Gly Gin Val lie Ser Thr Gly Leu Asn Arg Ala lie 

260 265 270 

Met Ala Thr Asp Gly Gly Ser Gly Met Val Ser lie Leu Gin Ser Asn 

275 280 285 

Ser Lys Ser Thr Asn Pro Val Thr Asp Gly Leu Val Thr Leu Leu Pro 
290 295 300 
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Pro Val He Val 
305 

Val Thr Gly Ala 

Asn Ala Phe Lys 
340 

He Ser Met He 
355 

Cys Ala Glu Lys 
370 

Leu Leu Leu Lys 
385 

Leu Gly Met Gin 

Met Val He Phe 
420 

He Ala Thr Arg 
435 

Gin Ser Asp Pro 
450 



Ala Val Val Cys 
310 

Tyr Asp Ser Gly 
325 

Ser Ser Leu Gly 

Leu Phe Gly Tyr 
360 

Ser Leu Glu Tyr 
375 

Ala He Tyr He 
390 

Phe He Trp Ala 
405 

Asn Ser He Ser 

Tyr Glu Val Ala 
440 

Leu Arg Gin 
455 



Ser He Thr Met 
315 

Glu Leu Gly Val 
330 

Met Leu Gly Gly 
345 

Thr Thr Ala Leu 

Met He Pro Gly 
380 

Ala He He Pro 
395 

Leu Ser Asp Leu 
410 

Leu He Ala Leu 
425 

Leu Leu Arg Lys 



Met Val Leu Leu 
320 

Leu Met Val Met 
335 

Ser Val Val Leu 
350 

Ser Trp Phe Ala 
365 

Lys Arg Ala Asn 

Met Gly Gly Val 
400 

Gly Phe Cys Gly 
415 

Phe Arg Glu Val 
430 

Glu Ala Gin Ala 
445 



(2) INFORMATIONS POUR LA SEQ ID NO: 668: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 119 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 665727 666083 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 668: 



Cys 


Leu 


Leu 


Leu 


Leu 


He 


Ser 


Leu 


Leu 


Leu 


Leu 


Trp 


Leu 


Trp 


Leu 


Arg 


1 








5 










10 










15 




Gly 


Lys 


Leu 


Lys 


Ala 


His 


Tyr 


Arg 


Val 


Leu 


Glu 


Arg 


Ser 


He 


Leu 


Leu 








20 










25 










30 






His 


Leu 


Leu 


Gin 


Ala 


Leu 


Ala 


Glu 


Asp 


Pro 


Ala 


Leu 


He 


Ala 


Gly 


Met 






35 










40 










45 








Lys 


Lys 


Met 


Gin 


Gly 


Arg 


Asp 


Trp 


Val 


Trp 


Asn 


He 


Phe 


He 


Thr 


Glu 




50 










S5 










60 










Leu 


Ser 


Lys 


Val 


Phe 


Ser 


Gin 


Ala 


Ala 


Ser 


Leu 


Gly 


Leu 


Ser 


Ala 


Leu 


65 










70 










75 










80 


Gin 


Thr 


Phe 


Ala 


Ala 


Phe 


Ala 


Ser 


Thr 


Leu 


Gly 


Leu 


Asp 


Ser 


Gly 


Thr 










85 










90 










95 




Val 


Thr 


Ser 


He 


Val 


Asp 


Gly 


Glu 


Arg 


Trp 


Ala 


Glu 


Leu 


He 


Asp 


Val 








100 










105 










110 






Val 


He 


Gin 


Asn 


Pro 


Ala 


He 





















115 



(2) INFORMATIONS POUR LA SEQ ID NO: 669: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 214 acides amines 

(B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 6 6 57 82 .. 6 6 6423 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 669: 



Tvr 


Tvr* 


Lys 


Phe 


He 


Phe 


Asn 


IT lltr 


Gly Arg 


Pho 
xr i it; 


Mai- 
ne u 


Lys 


Lys 


rile 


lie 


1 


















1 0 










1 c 

1 b 




Tvr 




TVr 


Ser 


Phe 


Gly 


Ala 


Leu 


Leu 


Leu 


LGU 


Ser 


\j -i.y 


Leu 


Ser 






























J u 






Leu. 


Ser 








Ala 


Asn 


Cqv- 


Tyr 


/"* 1 ^ r 

tj±y 


Ser 


inr 


Leu. 


Ala 


Lys 


Asn 






J _) 










4 u 


















Thr 


Ala 


Glu 


Tip 
lie 




<J A. Li. 


rzi ii 




Val 


ilG 


Leu 


Arg 


pin 


Lys 


Pro 


Asp 




50 










cc 










o u 










Ala 


Glv 


Cys 


Lys 


Lys 


Lys 


Ser 


Ser 


Cys 


Tyr 


Leu 


Arg 


Lys 


xrllcr 


xrXlfci 


Ser 


65 










70 










75 










80 


Arg 


Lys 


Lys 


Pro 


Lys 


Glu 


Lys 


Thr 


Glu 


Pro 


Val 


Leu 


Pro 


Asn 


Phe 


Lys 










85 










90 










95 




Ser 


Tyr 


Ala 


Asp 


Pro 


Met 


Thr 


Asp 


Ser 


Glu 


Arg 


Lys 


Asp 


Leu 


Ser 


Phe 








100 










105 










110 






Val 


Val 


Ser 


Ala 


Ala 


Ala 


Asp 


Lys 


Ser 


Ser 


He 


Ala 


Leu 


Ala 


Met 


Ala 






115 










120 










125 








Gin 


Gly 


Glu 


He 


Lys 


Gly 


Ala 


Leu 


Ser 


Arg 


He 


Arg 


Glu 


He 


His 


Pro 




130 










135 










140 










Leu 


Ala 


Phe 


Val 


Thr 


Ser 


Ser 


Cys 


Arg 


Arg 


Ser 


Cys 


Phe 


Asn 


Cys 


Trp 


145 










150 










155 










160 


Asn 


Glu 


Lys 


Asp 


Ala 


Arg 


Thr 


Gly 


Leu 


Gly 


Leu 


Glu 


Tyr 


Leu 


Tyr 


His 










165 










170 










175 




Arg 


He 


Lys 


Gin 


Ser 


Phe 


Phe 


Ser 


Ser 


Ser 


He 


Phe 


Arg 


Ala 


Phe 


Ser 








180 










185 










190 






Val 


Ala 


Asp 


Val 


Cys 


Arg 


Val 


Arg 


Val 


Asp 


Leu 


Arg 


He 


Arg 


Leu 


Gly 






195 










200 










205 








Asp 


Arg 


Tyr 


Leu 


Asn 


Cys 























210 



(2) INFORMATIONS POUR LA SEQ ID NO: 670: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 429 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 66683 1 668117 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 67 0: 

Cys Pro Cys Phe Leu Ser Thr Ser Thr Ser Arg Asn Val Pro Ser Ser 

15 10 15 

Thr Thr Lys lie Gly Ser Glu Val Trp He Glu Gin Lys Val Arg Gin 

20 25 30 

Tyr Pro Glu Leu Leu Trp Leu Val Glu Pro Ser Ser Thr Gly Ala Ser 
35 40 45 
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Leu Lys Ser Pro 
50 

Lys Val Pro Ala 
65 

Leu Leu lie Gin 

Gin Thr Ser Glu 
100 

Lys Gin Leu Thr 
115 

Val Lys Val Leu 
130 

Thr Lys Ala Val 
145 

Glu Thr Phe Tyr 

Leu Ser Pro Ser 
180 

Phe Ser Leu Arg 
195 

Asn Thr Pro Ser 
210 

Leu Leu Ala Leu 
225 

Gin Gly Met Ser 

Met Leu Gin Gin 
260 

Thr Tyr Arg Ala 
275 

Met Ala Leu Val 
290 

Ala Ala lie Leu 
305 

Asp Thr Leu Val 

Leu Ser Leu Arg 
340 

Ala Arg Gly Asn 
355 

Thr Thr Leu Ser 
370 

Leu Asn Lys Gin 
385 

Thr Ala Ala Ser 

Val Gin lie His 
420 



Ser Gly Ala lie 
55 

Phe Asp lie Ala 
70 

Gly Ser Arg Gin 
85 

Ser Pro Leu Thr 

Leu Phe Leu Asn 
120 

Glu Thr Ala lie 
135 

Ala Ala Phe Lys 
150 

Thr Lys Ala Leu 
165 

Phe Ala Arg Leu 

Lys Leu Ala Asn 
200 

Phe Gin Leu Leu 
215 

Asp Leu Tyr Leu 
230 

Ser Gin Phe His 
245 

Tyr Ala Thr Val 

Asn Arg Leu Gly 
280 

Arg Met Ala Thr 
295 

Thr Thr Ser Phe 
310 

Asn Ser Phe Tyr 
325 

Gly Leu Pro Thr 

Thr Asn Ala Glu 
360 

Leu Val Ala Lys 
375 

lie Leu Ser Lys 

390 - 
Cys Gin Gly Leu 
405 

Leu Asn Gly Thr 



Phe Ser Pro Thr 
60 

Val Arg Ser Leu 
75 

Ala Tyr Ala Gin 
90 

Phe Lys Gin Phe 
105 

Ser Pro Lys Glu 

Val Leu Arg His 
140 

Pro Tyr Phe Ser 
155 

His Val Leu His 
170 

Ser Pro Glu Gin 
185 

Tyr Asp Glu Leu 

Ser Ala Gly Arg 
220 

Tyr Ala Leu Asp 
235 

Thr Asn Phe Ala 
250 

Glu Glu Ala Phe 
265 

Phe Asp Gly Ser 

Leu Met Asn Leu 
300 

Lys Thr Leu Pro 
315 

Thr Asn Lys Gly 
330 

Leu Val Ser Glu 
345 

Ala Arg Ser Gin 

Ser Leu Lys Ala 
380 

Glu lie Val Leu 
395 

Asp lie Phe Ser 
410 

Val Ser He His 
425 



Leu Phe Gin Lys 

He His Leu His 
80 

Leu He Gin Leu 
95 

Leu Ala Leu His 
110 

Phe Tyr Asp Ser 
125 

Leu Gly Cys Ser 

Glu Met Gin Arg 
160 

Thr Phe Pro Glu 
175 

Lys Thr Leu Phe 
190 

Leu Ser Leu Thr 
205 

Ser Gin Arg Ala 

Ser Cys Gly Glu 
240 

Pro Leu Gin Ser 
255 

Ser Arg Tyr Phe 
270 

Ser Arg Ser Glu 
285 

Ser Pro Ser Glu 

Thr Glu Glu Ala 
320 

Asp Ser Leu Ala 
335 

Leu Thr Arg Thr 
350 

Gin He Tyr Ala 
365 

His Lys Glu Met 

Asp Phe Ser Glu 
400 

Glu Asn Val Ala 
415 

Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 671: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 85 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 
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(viii) POSITION DANS LE GENOME: 66812 1 668375 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 671: 



Ser 


Lys 


Lys 


Thr 


Pro 


Asp 


Leu 


He 


Arg 


Arg 


Ser 


Ser 


Phe 


Ser 


Thr 


Pro 


1 








5 










10 










15 




Phe 


Tyr 


Ser 


Phe 


Pro 


He 


Arg 


Glu 


Asn 


Asn 


Asp 


Ala 


He 


Ser 


Lys 


Ala 








20 










25 










30 




Val 


Phe 


Met 


Pro 


Glu 


Ala 


Pro 


Lys 


Leu 


Gly 


Pro 


Leu 


He 


Pro 


Ala 


Arg 






35 










40 










45 






Ser 


Gin 
50 


Ala 


Ala 


Ser 


He 


Leu 
55 


Gly 


Ala 


Val 


He 


Thr 
60 


Glu 


Asn 


Val 


He 


Gly Arg 


Gin 


Lys 


Ser 


Lys 


Asp 


Arg 


Arg 


Leu 


Thr 


Pro 


Ala 


Ala 


Thr 


Leu 


65 










70 










75 










80 


Ser 


Ala 


He 


Cys 


Ser 
85 

























(2) INFORMATIONS POUR LA SEQ ID NO: 672: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 9 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement { 668 174 6 6847 0 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 672: 



He 


Pro 


Cys 


Ala 


He 


Lys 


Lys 


Leu 


Leu 


Ser 


Thr 


Ser 


Gly 


Gin 


Phe 


His 


1 








5 










10 










15 




Ala 


Val 


Val 


Ala 


Cys 


Gly 


Val 


Leu 


He 


Gin 


Gly 


Glu 


Thr 


Ser 


His 


Tyr 








20 










25 










30 




Glu 


His 


He 


Ala 


Asp 


Ser 


Val 


Ala 


Ala 


Gly 


Val 


Ser 


Arg 


Leu 


Ser 


Leu 






35 










40 










45 








Asp 


Phe 


Cys 


Leu 


Pro 


He 


Thr 


Phe 


Ser 


Val 


He 


Thr 


Ala 


Pro 


Asn 


Met 




50 










55 










60 










Glu 


Ala 


Ala 


Trp 


Glu 


Arg 


Ala 


Gly 


He 


Lys 


Gly 


Pro 


Asn 


Leu 


Gly 


Ala 


65 










70 










75 








80 


Ser 


Gly 


Met 


Lys 


Thr 


Ala 


Leu 


Glu 


Met 


Ala 


Ser 


Leu 


Phe 


Ser 


Leu 


He 



85 90 95 

Gly Lys Glu 



(2) INFORMATIONS POUR LA SEQ ID NO: 673: 

(i) C ARAC TER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 3 06 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 
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(viii) POSITION DANS LE GENOME: complement < 668616 669533 ) 

<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 673: 

Ser Gly Ser Asp Ser Glu Ser Phe Val Arg Pro Gly His Val Phe Pro 

15 10 15 

Leu lie Ser Gin Pro Gly Gly Val Val Gin Arg Pro Gly His Thr Glu 

20 25 30 

Ala Ala Met Asp Leu Met Arg Leu Ala Gly Met Gin Pro Cys Gly lie 

35 40 45 

Phe Ala Glu Leu Val Asn Pro Asp His Ser Met Met Arg Gin Gin Gin 

50 55 60 

Val Leu Ala Phe Ala Glu Gin His Asp Leu Thr Val He Thr Val Asp 
65 70 75 80 

Asp Leu He Thr Tyr Arg Tyr Thr Tyr Asp Ser Leu Val Thr Lys He 

85 90 95 

Ser Ser Ala Arg Leu Pro Thr Lys Tyr Gly Asp Phe Ser He Tyr Val 

100 105 110 

Tyr Glu Ser He He Asp Gly Thr Gin His Phe Ala Leu Val Lys Gly 

115 120 125 

Asp He His Glu Gin Glu Ala Val Pro Val Arg Val His Ser Glu Cys 

130 135 140 

Leu Thr Gly Asp He Leu Gly Ser Cys Arg Cys Asp Cys Gly Ala Gin 
145 150 155 160 

Leu Asp Met Ala Met Arg Tyr He Ala Glu Glu Gly Leu Gly Val He 

165 170 175 

Val Tyr Leu Arg Gly Gin Glu Gly Arg Gly He Gly Phe Gly His Lys 

180 185 190 

He Arg Ala Tyr Ala Leu Gin Asp Leu Gly Tyr Asp Thr Val Asp Ala 

. 195 200 205 

Asn Leu Gin Leu Gly Phe Pro He Asp Ala Arg Glu Tyr Gly Met Ala 

210 215 220 

Ala Gin Val Leu Lys Asp Leu Gin Leu Thr Ser Val Arg Leu He Thr 
225 230 235 240 

His Asn Pro Arg Lys Phe Phe Glu Leu Gin Arg Leu Gly He His Val 

245 250 255 

Leu Asp Arg He He Leu . Pro Val Ser He Ser Thr Glu Asn Glu Gly 

260 265 270 

Tyr Leu Arg Thr Lys Lys Glu Arg Met Gly His Trp Leu Asp Leu Pro 

275 280 285 

Val Leu Asp Asp Val Glu Glu Glu Tyr Glu Thr Val Glu Arg Met Ser 

290 295 300 

Cys Arg 
305 



(2) INFORMATIONS POUR LA SEQ ID NO: 674; 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 128 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 669485 6 69868 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 674: 
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Gly 


lie 


Ala 


Ser 


Val 


Gin 


Gin 


Ala 


lie 


Lys 


Asp 


Val 


Ala 


Glu 


Gly 


Lys 


1 








5 










10 










1 c: 


Phe 


Val 


He 


Val 


He 


Asp 


Ala 


Ala 


Ser 


Arg 


Glu 


Asn 


Glu 




Asp 


Leu 








20 










25 














lie 


Leu 


Ala 
35 


Gly 


Glu 


Lys 


Val 


Ser 
40 


Thr 


Glu 


Lys 


Met 


Ser 

/q 

fx _) 


Phe 


Leu 


Leu 


Ser 


His 


Thr 


Thr 


Gly 


He 


Val 


Cys 


Ala 


Ser 


Leu 


Ser 


Arg 


Glu 


Gin 


Ala 




50 










55 










60 








Lys 


Ser 


Leu 


Asp 


Leu 


Pro 


Ala 


Met 


Val 


Gin 


Asp 


Asn 


Gin 


Cys 


Ala 


Phe 


65 










70 










75 








80 


Lys 


Thr 


Ala 


Phe 


Thr 
85 


Val 


Ser 


Val 


Asp 


Ala 
90 


Ser 


Ser 


Gly 


Val 


Thr 
95 


Thr 


Gly 


Val 


Ser 


Ala 


Ser 


Asp 


Arg 


Thr 


Arg 


Thr 


Val 


Gin 


Leu 


Leu 


Ala 


Asp 








100 










105 










110 




Pro 


Ala 


Ala 
115 


Thr 


Ala 


Ser 


Pro 


Leu 
120 


Phe 


Asp 


Gin 


Gly 


Met 
125 


Phe 


Ser 


Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 675: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 61 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 669 9 9 8 67 07 8 0 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 675: 



Lys 


Arg 


Arg 


Thr 


Arg 


Leu 


Gin 


Ala 


Ala 


Gly 


He 


Pro 


Val 


Tyr 


Val 


Gly 


1 








5 










10 








15 


Val 


Gly 


Ser 


Gin 


Glu 


Ala 


Lys 


Thr 


Ser 


Leu 


Gin 


Pro 


Tyr 


Leu 


Tyr 


Gin 








20 










25 










30 




Arg 


Glu 


Arg 


Gly 


Leu 


Pro 


Trp 


Val 


Val 


Met 


Lys 


Thr 


Ala 


Ala 


Ser 


Leu 






35 










40 










45 








Asp 


Gly 


Gin 


Thr 


Ala 


Asp 


Arg 


Gly 


Gly 


Ser 


Ser 


Gin 


Trp 


He 


Ser 


Gly 




50 










55 










60 








Glu 


Leu 


Ala 


Arg 


Ala 


Asp 


Val 


Gly 


Lys 


Leu 


Arg 


Ala 


Glu 


Ser 


Gin 


Ala 


65 










70 










75 










80 


He 


He 


Val 


Gly 


Ala 


Arg 


Thr 


Val 


Cys 


Leu 


Asp 


Asn 


Pro 


Arg 


Leu 


Ser 










85 










90 










95 




Ala 


Arg 


Phe 


Pro 


His 


Gly 


Asp 


Leu 


Tyr 


Glu 


Arg 


Gin 


Pro 


Leu 


Arg 


Val 








100 










105 










110 




Val 


Val 


Asp 


Ser 


Arg 


Gly 


Thr 


Val 


Pro 


Leu 


Glu 


Ser 


Arg 


Val 


Phe 


Asp 






115 










120 










125 






Leu 


Ser 


Ser 


Gly 


Ser 


Thr 


Leu 


Phe 


Ala 


Thr 


Thr 


Gin 


Gin 


Cys 


Pro 


Lys 




130 










135 










140 






Glu 


Tyr 


He 


Gin 


Lys 


Leu 


Lys 


Asp 


Leu 


Gly Val 


Glu 


Val 


Trp 


Glu 


Ser 


145 










150 










155 








160 


Ser 


Ser 


His 


Gin 


Val 


Asp 


Leu 


Lys 


Gly 


Leu 


Leu 


Arg 


Tyr 


Leu 


Ala 


Glu 










165 










170 










175 




Arg 


Gly 


Cys 


Leu 


Gin 


Val 


Leu 


Val 


Glu 


Gly Gly Ala 


Gin 


Leu 


His 


Ser 








180 










185 










190 






Ala 


Phe 


Trp 


Gin 


Gin 


Lys 


Leu 


Val 


Asn 


Ala 


Gly 


Val 


He 


Tyr 


Trp 


Gly 






195 










200 










205 
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Pro Lys Phe Leu Gly Asp Gin Gly Gin Pro Met Leu Arg Asp Leu Gin 

210 215 220 

Leu Ser Leu Val Thr Ala Glu His Val Arg lie Thr Glu Thr Ser Leu 
225 230 235 240 

Val Arg Asp Ser Val Lys Thr Cys Phe Glu Cys Leu Glu Gin Glu Ser 

245 250 255 

Val Asp Lys Lys Gly 
260 



(2) INFORMATIONS POUR LA SEQ ID NO : 67 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 170 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 67073 2 67 124 1 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 676: 



Arg 


Asn 


Xaa 


Xaa 


Xaa 


Leu 


Phe 


Phe 


Glu 


Asp 


Gly 


Phe 


Arg 


Thr 


Leu 


Leu 


1 








5 










10 










15 




Val 


Pro 


Cys 


Val 


Leu 


He 


Val 


Tyr 


Pro 


Thr 


Ser 


Leu 


His 


Leu 


Phe 


Arg 








20 










25 










30 






Tyr 


Leu 


He 


Phe 


Gin 


Val 


Glu 


Tyr 


Met 


Glu 


Val 


Leu 


Ser 


Glu 


Gin 


Gin 






35 










40 










45 








Leu 


Phe 


Phe 


Met 


Arg 


Lys 


Ala 


Val 


Ala 


Leu 


Gly 


Glu 


Lys 


Gly 


Arg 


He 




50 










55 










60 










Phe 


Ala 


Pro 


Pro 


Asn 


Pro 


Trp 


Val 


Gly 


Cys 


Val 


He 


Val 


Lys 


Asn 


Gly 


65 










70 










75 










80 


Cys 


Val 


He 


Gly 


Glu 


Gly 


Trp 


His 


Gin 


Gly 


He 


Gly 


Ser 


Pro 


His 


Ala 










85 










90 










95 




Glu 


Val 


Cys 


Ala 


Val 


Gin 


Asp 


Gin 


Lys 


Cys 


Ser 


Leu 


Glu 


Gly 


Ala 


Glu 








100 










105 










110 






Val 


Tyr 


Val 


Thr 


Leu 


Glu 


Pro 


Cys 


Cys 


His 


Phe 


Gly 


Arg 


Thr 


Pro 


Pro 






115 










120 










125 








Cys 


Val 


Asp 


Leu 


Leu 


He 


Lys 


Ser 


Lys 


Val 


Ala 


Ala 


Val 


Tyr 


Val 


Gly 




130 










135 










140 










Leu 


Leu 


Asp 


Pro 


Asp 


Pro 


Arg 


Val 


Cys 


Lys 


Lys 


Gly 


Val 


Pro 


Val 


Cys 


145 










150 










155 










160 


Lys 


Gin 


Gin 


Gly 


Phe 


Pro 


Phe 


Met 


Leu 


Gly 















165 170 



(2) INFORMATIONS POUR LA SEQ ID NO: 677: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 422 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 67 1182 672447 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 677: 

Tyr Ala Arg Asn Gin Lys Ser Ala Lys Ala Val Phe Lys Lys Lys Xaa 

15 10 is 

Xaa Xaa lie Ser Leu Glu Arg Leu Leu Asp Leu Asp Lys Thr Val Arg 

20 25 30 

Gin Leu Lys Ala Asp Ser Glu Ala Leu Leu Ala Lys Arg Lys Val Leu 

35 40 45 

Ser Gly Gin lie His Lys Ala Lys Val Ala Asn Glu Asn Ala Asp Ala 

50 55 60 

Leu lie Gin Glu Val Asn Thr lie Ala Asp Gin Leu Val Ala Phe Glu 
65 70 75 80 

Thr Thr Leu Gin Glu Gin Glu Ala Leu Leu Glu Asp Leu Met Ala Arg 

85 90 95 

Leu Pro Asn Tyr Pro Asp Glu Asp Val Pro Val Ser Pro Asp Lys Thr 

100 105 HO 

Gly Asn Gin Met lie Lys Ser His Gly Glu Val Pro Thr Phe Pro Phe 

115 120 125 

Pro Pro Lys His His Met Gin Leu Asn Glu Ala Leu Gin He Leu Asp 

130 135 140 

Phe Lys Leu Pro Ala Lys Thr Thr Gly Ser Gly Trp Pro Ala Tyr Cys 
145 150 155 160 

Asn Glu Gly Val Leu Leu Glu Trp Ala Leu Leu Thr Tyr Leu Leu Asn 

165 170 175 

Lys Gin Gin Ala His Gly Phe Gin Leu Trp Leu Pro Pro Leu Leu Val 

180 185 190 

Lys Arg Asp He Leu Phe Gly Ser Gly Gin He Pro Lys Phe Asp Gly 

195 200 205 

Gin Tyr Tyr Arg Val Glu Asp Gly Asp Arg Ser Leu Phe Leu He Pro 

210 215 220 

Thr Ala Glu Val Val Leu Asn Gly Phe His Ser Gin Glu He Leu Asn 
225 230 235 240 

Glu Gin Asp Leu Pro Leu Cys Tyr Ala Ala Phe Thr Pro Cys Phe Arg 

245 250 255 

Arg Glu Ala Gly Ala Gly Gly Ala His Glu Arg Gly Leu Val Arg Val 

260 265 270 

His Gin Phe His Lys Val Glu Met Phe Ala Phe Thr Thr Pro Glu Gin 

275 280 285 

Glu Glu Val Val Tyr Gin Lys Met Leu His Val Val Glu Glu He Leu 

290 295 300 

Ser Glu Leu Gin Leu Pro Tyr Gin Leu Ser Leu Leu Ser Thr Gly Asp 
305 310 315 320 

Met Ser Phe Thr Ala Lys Lys Thr He Asp Ala Glu Val Trp Leu Pro 

325 330 335 

Gly Gin Lys Ala Phe Tyr Glu Val Ser Ser He Ser Lys Cys Gly Asp 

340 345 350 

Phe Gin Ala Arg Arg Ser Glu Thr Arg Tyr Arg Asp Ala Gin Gly Lys 

355 360 365 

Leu His Phe Val Asn Thr Leu Asn Gly Ser Gly Leu Ala Thr Pro Arg 

370 375 380 

Leu Leu Val Ala He Leu Glu Asn Tyr Gin Gin Ala Asp Gly Ser Val 
385 390 395 400 

Val He Pro Ser Val Leu Arg Pro Tyr Met Asn Asn Gin Glu He Leu 

405 410 415 

Leu Pro Lys Thr Val Arg 
420 
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(2) INFORMATIONS POUR LA SEQ ID NO: 678: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 180 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 672692 .. 67323 1 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 67 8: 



Pro 


Leu 


Met 


Glu 


Lys 


Ser 


Tyr 


Ser 


Gin 


Leu 


Gly 


Ser 


Val 


Gly 


Phe 


Phe 


1 








5 










10 










15 




lie 


Pro 


Ala 


Val 


Ser 


Glu 


Ala 


Gin 


Ala 


Ala 


Trp 


Ala 


Tyr 


He 


Glu 


Leu 








20 










25 










30 






Thr 


His 


Arg 


Asn 


Met 


Leu 


Gin 


Glu 


Lys 


Lys 


Glu 


He 


Glu 


Thr 


Asn 


Pro 






35 










40 










45 








Glu 


Gin 


Glu 


Arg 


He 


Glu 


Leu 


Ala 


Val 


Leu 


Tyr 


Ala 


Asn 


Gin 


Gly 


Phe 




50 










55 










60 










Gin 


Glu 


Pro 


Leu 


He 


Ser 


Gin 


Met 


Leu 


Asp 


Phe 


Val 


Cys 


Ser 


Asp 


Ser 


65 










70 










75 










80 


Ser 


Leu 


Leu 


Leu 


Ser 


Thr 


Met 


Leu 


Arg 


Glu 


Glu 


Leu 


His 


He 


Gin 


Leu 










85 










90 










95 




Glu 


Asp 


Tyr 


Pro 


His 


Pro 


Leu 


Lys 


Gin 


Gly 


Asn 


Val 


Lys 


Ala 


Leu 


Gly 








100 










105 










110 






Gly 


lie 


Leu 


Gly 


Leu 


Leu 


Leu 


Phe 


Ala 


Pro 


He 


Thr 


Leu 


Ala 


Val 


Ser 






115 










120 










125 








Tyr 


Thr 


He 


Ala 


Ala 


He 


Leu 


Ala 


Ser 


Phe 


Met 


He 


Gly 


Val 


Leu 


Phe 




130 










135 










140 










Ala 


Val 


Lys 


Thr 


Arg 


Leu 


He 


Lys 


Asn 


Ala 


He 


Thr 


Pro 


Ala 


He 


Val 


145 










150 










155 










160 


Trp 


Gly 


Val 


Gly 


Met 


Phe 


He 


Thr 


Ala 


He 


Ser 


Leu 


Cys 


Cys 


Ser 


Leu 










165 










170 










175 




lie 


Arg 


Leu 


Phe 



























180 



(2) INFORMATIONS POUR LA SEQ ID NO: 679: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 453 acides, amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETI QUE : ou i 



(viii) POSITION DANS LE GENOME: 673204 674562 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 679: 

Pro Leu Leu Leu Phe Asp Pro He He Leu Val His Thr Leu Ser Arg 

15 10 15 

Trp Pro Met Ser Pro Gin Leu Phe Ser Ser Pro Phe Ser Arg Glu Leu 

20 25 30 

Leu Ser Asp Phe Phe Glu Ser Gly Met Ala Glu Glu Asn Ser Pro Leu 



1403 



35 

Leu Ser Gin Lys 
50 

Ala Tyr lie Ser 
65 

lie Gly Tyr Gin 

Leu Ala Gly Thr 
100 

Arg Thr Val Asn 
115 

lie Phe lie Gly 
130 

Ala lie Ser Glu 
145 

Thr Leu Ala Ser 

Gin Gin Asp Gly 
180 

Gly Glu He He 
195 

Lys He He His 
210 

Glu Lys He Pro 
225 

Ala His Asn Leu 

Ala Glu Ser Thr 
260 

Ser Ser Lys Pro 
275 

Tyr Ala Leu Thr 
290 

Ser Leu Phe Thr 
305 

Arg Ala Leu Ala 

Ala He Pro He 
340 

Gly Val Leu Leu 
355 

Asn Ser Val Val 
370 

Thr Cys Ser Gly 
385 

Ser Cys Val Leu 

Ala He Val Asn 
420 

Thr Gin Cys Thr 
435 

Glu Asn Lys Pro 
450 



40 

Asn Arg Arg Leu 
55 

Leu Ala Leu Tyr 
70 

Ala Leu Ser Ser 
85 

Pro Ala Leu He 

He Asp He Leu 
120 

Gly Ala Leu Glu 
135 

Ser Leu Gly Ala 
150 

Leu Lys His Leu 
165 

Ser Leu Gin Lys 

Arg Val Lys Ser 
200 

Gly Ala Ser Ser 
215 

Lys Ser Cys Gly 
230 

Glu Gly Ser Phe 
245 

He Ala His He 

Lys Leu Gin Gin 
280 

He Phe Ala He 
295 

Thr Leu Pro Phe 
310 

Phe Leu He Ala 
325 

Ala Tyr Leu Ser 

Lys Gly Gly Val 
360 

Met Asp Lys Thr 
375 

Cys Glu Asp Phe 
390 

Ala Met Glu Gin 
405 

Tyr Leu Thr Glu 

Thr He Pro Gly 
' 440 

Leu 



Ser Gin Asn Leu 
60 

Leu Gly Ser Leu 
75 

Leu Leu Leu He 
90 

Lys Ser Phe Glu 
105 

Met Thr Ser Ala 

Gly Ala Leu Leu 
140 

Met Val Ser Gly 
155 

Ala Pro Thr Val 
170 

Val Leu Val Gin 
185 

Gly Glu Val Val 

He Asn Leu Met 
220 

He Gly Asp Thr 
235 

Asp Leu Gin Val 
250 

lie Asn Leu Val 
265 

Arg Leu Asp Arg 

Ser Ala Cys He 
300 

Leu Gly Pro Asp 
315 

Ala Ser Pro Cys 
330 

Ala He Asn Ala 
345 

Val Leu Asp Arg 

Gly Thr Leu Thr 
380 

Gly Pro Glu Ser 
395 

Ser Ser Ser His 
410 

Lys Gin Val Arg 
425 

Glu Gly Val Arg 



45 

Thr Leu Lys Ser 

Leu Ser His Trp 
80 

Leu Thr Phe Phe 
95 

Asp He Leu Asp 
110 

Ala Phe Gly Ser 
125 

Leu Val Leu Phe 

Lys Ala Lys Ser 
160 

Ala Trp Val Val 
175 

Asn Val Lys He 
190 

Pro Leu Asp Gly 
205 

His Leu Thr Gly 

He Pro Ala Gly 
240 

Leu Arg He Gly 
255 

Val Gin Ala Gin 
270 

Tyr Ser Ser Thr 
285 

Ala He Gly Gly 

Gly Ala Phe Tyr 
320 

Ala Leu He He 
335 

Cys Ala Lys His 
350 

Leu Val Ser Cys 
365 

Thr Gly Asp Leu 

Pro Leu Phe Tyr 
400 

Pro He Ala Gin 
415 

Ser Leu Pro Ala 
430 

Glu Asn Leu Thr 
445 



(2) INFORMATIONS POUR LA SEQ ID NO: 680: 



(i) C ARAC TER I S T I QUE S DE LA SEQUENCE: 
-(A) LONGUEUR: 207 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 674612 675232 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 680: 



Thr 


Ala 


Ser 


Arg 


inr 


Pro 


\J ±11 


C 1 n 
ulli 


r\±CL 




X Li 


Arg 


uiy 


Asp 


± 1 IX. 


v_» y 


1 








C 










i n 










JL -J 




Ser 


lie 


Ala 


Cys 


Leu 


vj ±y 


Lys 


Arg 


vul 




lieu 


lr lit: 


±yr 




A "ITT 

/i. i. y 










Z U ' 




















3 0 






vai 


Pro 


Arg 


HIS 


Asp 


/\±a 


/\ J- a. 


Asn 


Tip 

J_ _L fc: 


Vdl 


oci 


ryr 


LSU 


Lys 




Asn 






J D 










AO 










45 








Gly 


Tyr 


Pro 


vai 


Cys 


Ufa fr- 


Leu 


inr 




Asp 




Arg 


lie 






pin 




50 










55 










60 










Asn 


Thr 


Ala 


Arg 


Leu 


Leu 


Gly 


He 


Asp 


Glu 


Val 


Phe 


Tyr 


Asp 


Leu 


Thr 


65 










70 










75 










80 


Pro 


Asp 


Asn 


Lys 


Leu 


Ser 


Lys 


He 


Gin 


Glu 


Leu 


Ala 


Lys 


Ser 


Arg 


Gin 










85 










90 










95 




He 


Met 


Met 


He 


Gly 


Asp 


Gly 


He 


Asn 


Asp 


Ala 


Pro 


Ala 


Leu 


Ala 


Gin 








100 










105 










110 






Ala 


Thr 


Val 


Gly 


He 


Ala 


Met 


Gly 


Glu 


Ala 


Gly 


Ser 


Ala 


Thr 


Ala 


He 






115 










120 










125 








Glu 


Ala 


Ala 


Asp 


Val 


Val 


Leu 


Leu 


Asn 


Gin 


Gly 


Leu 


Ser 


Ser 


Leu 


Pro 




130 










135 










140 










Trp 


Leu 


He 


Asp 


Lys 


Ala 


Lys 


Lys 


Thr 


Arg 


Arg 


He 


Val 


Ser 


Gin 


Asn 


145 










150 










155 










160 


Leu 


Ala 


Leu 


Ala 


Leu 


Ala 


He 


He 


Leu 


Phe 


He 


Ser 


Gly 


Pro 


Ala 


Ser 










165 










170 










175 




Met 


Gly 


Val 


He 


Pro 


Leu 


Trp 


Leu 


Ala 


Val 


He 


Leu 


His 


Glu 


Gly 


Gly 








180 










185 










190 






Thr 


Val 


He 


Val 


Gly 


Leu 


Asn 


Ala 


Leu 


Arg 


Leu 


Leu 


Lys 


Asn 


Thr 








195 










200 










205 









(2) INFORMATIONS POUR LA SEQ ID NO: 681: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 37 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 675327 67 6463 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 681: 

Met Lys Lys Thr Lys Tyr Leu Arg Gin Val Asn Leu Trp Val Phe Val 

1 5 .10 15 

Val He He Leu Leu Met Ser He Ser Val He Val He Ser Ser Gin 

20 25 30 

Asp Pro Ser Ser Met Leu Val His Thr Ser Arg Gly Leu Phe Ser Ala 

35 40 45 

Lys Ser Lys Lys Gin Leu Asp His Phe Ala Leu Gly Trp Cys Ala Tyr 
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50 55 60 



Phe 


lie 


Cys 


Leu 


Tvr 

Jr J ~ 


Val 


Asp 


Tvr 


His 


Gin 


Phe 


Lys 


Arg 


x 


Ala 




65 










70 










75 










ft n 


Val 


Leu 


TVr 

-*- Jr - 1 - 


Ser 


Leu 


He 


Leu 


Phe 


Ser 


Leu 


lie 


Gly 


Leu 


Phe 


Phe 


Val 










85 










90 










9 5 




Pro 


Ala 


Val 


Gin 


Asn 


Val 


His 


Arg 


Tro 


Tvr 

x Jr J ~ 


Arg 


He 


Pro 


He 


He 


Asn 








100 










105 










110 






Leu 


Ser 


Val 


Gin 


Pro 


Ser 


Glu 


Tyr 


Ala 


Lys 


Leu 


Ala 


Val 


Val 


He 


Met 






115 










120 










125 








Leu 


Ser 


IV r 


He 


Leu 


Glu 


Met 


Arg 


Lys 


Ala 


Arg 


He 


Ser 


Ser 


Lys 


X 11X 




13 0 










13 5 










140 










Thr 


Ala 


Phe 


Val 


Ala 


Cys 


He 


He 


Val 


Glv 


He 


Pro 


Phe 


Leu 


Leu 


He 


145 










150 










155 










160 


Leu 


Lys 


Glu 


Pro 


Asp 


Leu 


Gly 


Thr 


Ala 


Leu 


Val 


Leu 


Cys 


Pro 


He 


Ala 










165 










17 0 










175 




Leu 


Thr 


lie 


Phe 


Tyr 


Leu 


Glv 


Asn 


He 


Tvr 


Pro 


Pro 


Leu 


Val 


Lys 


Val 








180 










185 










19 0 






Cvs 


Ser 


Val 


Leu 


Val 


Ala 


Leu 


Gly Met 


Phe 


Cys 


Ser 


Leu 


Leu 


He 


Phe 






195 










200 










205 








Ser 


Glv 

w ■** Jr 


lie 


He 


Pro 


His 


Asp 


Lys 


Val 


Lys 


Pro 


Tvr 

Jr 


Ala 


Leu 


Lys 


Val 




210 










215 










220 










Leu 


Lvs 


Glu 


Tvr 


Gin 


Tvr 


Glu 


Arg 


Leu 


Ser 


Pro 


Ser 


Asn 


His 


His 


Gin 


225 










230 










23 5 










240 


Arg 


Ala 


Ser 


Leu 


He 


Ser 


He 


Gly 


Val 


Glv 


Glv 


Leu 


Lys 


Gly 


Gin 


Gly 










245 










250 










255 




TrD 


Lvs 


Ser 


Glv 


Glu 


Phe 


Ala 


Gly Arg 


Gly 


Trr> 


Leu 


Pro 


Tvr 
xy j_ 


Gly 










260 










265 










270 






Thr 


Asp 


Ser 


Val 


Phe 


Pro 


Ala 


He 


Gly 


Glu 


Glu 


Phe 


Gly 


Leu 


Leu 


Gly 






275 










280 










28 5 








Leu 


Leu 


Phe 


Val 


Leu 


Trr> 


Leu 


Phe 


Tyr 


Asn 


Leu 


Val 


v_y 


Phe 


m v 

uiy 






Z 7 u 










Toe 
z y j 










^ n n 










Arg 


Thr 


Val 


Ala 


Val 


Ala 


Val 


Asp 


Asp 


Phe 


Gly 


Arg 


Phe 


Leu 


Ala 


Gly 


305 










310 










315 










320 


Gly 


Val 


Thr 


Val 


His 


Leu 


Val 


Met 


His 


Val 


Leu 


He 


Asn 


Val 


Ser 


Met 










325 










330 










335 




Met 


Ser 


Gly 


Leu 


Leu 


Pro 


He 


Thr 


Gly Val 


Pro 


Leu 


Val 


Leu 


He 


Ser 








340 










345 










350 






Tyr 


Gly 


Gly 


Ser 


Ser 


Val 


He 


Ser 


Thr 


Met 


Ala 


Ser 


Leu 


Gly 


He 


Leu 






355 










360 










365 








Gin 


Ser 


He 


Tyr 


Ser 


Arg 


Arg 


Phe 


Ala 


Lys 


Tyr 














370 










37 5 





















(2) INFORMATIONS POUR LA SEQ ID NO: 682: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 176acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 67 647 6 .. 677 003 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 682: 

Ala Arg Thr Glu Ser Thr Asn Thr Thr Ala Lys Glu Gly Leu Ser Leu 
15 10 15 
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Trp 


Asp 


Pro 


Tyr 
20 


Ala 

Ala. 


Leu 


Thr 


v ai 


25 


JL I1J. 


1 III. 


Arg 




vjj 1 11 

30 


1111 


A 1 -j 


Gly 


Arg 


Gly 
35 


Lys 


Fne 


\j ly 


Arg 


va i 
40 


Trp 


Hie: 

nib 


Cor 


nil 


Asp 
45 


pin 

111 


Asp 


T .01 1 


Leu 


■ft T — i 

Ala 
50 


Ser 


Fne 


Cys 


fne 


rile 
55 


Leu 


Ser 


VaJ. 


Asn 


Asn 
60 


val 


Asp 




ai a 
nld 


Leu 


Leu 


jyne 


Arg 


Tic 

lie 


±y 


rphr 
± LIL 


fin 


A "1 -a 

nla 


v al 


11 tr L. 


Arg 


Leu 


(~2~\ \r 


n, l n 

ulU 


C £23 >- 

O fcrl 












7 n 










7 5 










80 


Leu 




lie 


lain 


tor _L u 

85 


nld 


VCtl 


Mot- 
ruts i_ 


Lys 


ir P 

90 


r i w 


As n 


no J^/ 


Val 


Leu 
95 


Val 


Gin 


Gly 


Gin 


Lys 
100 


Leu 


Ser 


L»iy 


vai 


Leu 
105 


Cys 


r 1 1 1 1 

O JL u 


rrTU « 
1 11 L 


lie 


Pro 
110 


V d 1 


Lys 


Thr 


Gly 


Thr 
115 


Cys 


Val 


He 


He 


Gly 
120 


He 


Gly 


Val 


Asn 


Gly 
125 


Asn 


Val 


Gly 


Ala 


Asp 
130 


Glu 


Leu 


Leu 


Gly 


He 
135 


Asn 


Gin 


Pro 


Ala 


Thr 
140 


Ser 


Leu 


Gin 


Glu 


Leu 


lie 


Gly 


Arg 


Pro 


Val 


Asp 


Met 


Glu 


Glu 


Gin 


Leu 


Lys 


Arg 


Leu 


Thr 


145 










150 










155 










160 


Lys 


Glu 


He 


Lys 


His 
165 


Leu 


He 


Gin 


Thr 


Leu 
170 


Pro 


Leu 


Trp 


Gly 


Arg 
175 


Glu 



(2) INFORMATIONS POUR LA SEQ ID NO: 683: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 241 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 6777 00 67 8422 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 683: 



Met 


Ala 


Lys 


Val 


Arg 


Leu 


Asn 


Lys 


Phe 


Leu 


Ala 


Ser 


Ala 


Gly 


Val 


Ala 


1 








5 










10 










15 




Ser 


Arg 


Arg 


Lys 


Cys 


Asp 


Glu 


He 


He 


Phe 


Ala 


Gly 


Ser 


Val 


Thr 


Val 








20 










25 










30 






Asn 


Gly 


Arg 


Val 


Ala 


Thr 


Gly 


Pro 


Phe 


Val 


Thr 


Val 


Asp 


Glu 


Glu 


Phe 






35 










40 










45 








Asp 


Ser 


Val 


Glu 


Val 


Gly 


Gly 


Gin 


Arg 


He 


Gly 


Ala 


Glu 


Lys 


Lys 


Val 




50 










55 










60 










Tyr 


Phe 


Met 


Val 


His 


Lys 


Pro 


Leu 


Gly 


Tyr 


Leu 


Cys 


Ser 


Ser 


Glu 


Arg 


65 










70 










75 










80 


Lys 


Phe 


Pro 


Gly 


Ser 


Lys 


Leu 


Val 


He 


Asp 


Leu 


Leu 


Ser 


His 


Cys 


Pro 










85 










90 










95 




Tyr 


Arg 


Leu 


Phe 


Thr 


Val 


Gly 


Arg 


Leu 


Asp 


Lys 


Glu 


Thr 


Ser 


Gly 


Leu 








1.00 










105 










110 






He 


Leu 


Val 


Thr 


Asn 


Asp 


Gly 


Glu 


Phe 


Ala 


Asn 


Arg 


Val 


He 


His 


Pro 






115 










120 










125 








Ser 


Phe 


Gly 


He 


Thr 


Lys 


Glu 


Tyr 


Leu 


Leu 


Lys 


Val 


Ser 


Arg 


Asp 


Val 




130 










135 










140 










Thr 


Ala 


Arg 


Asp 


Leu 


Glu 


Thr 


Leu 


Met 


Ala 


Gly 


Thr 


Val 


He 


Asp 


Gly 


145 










150 










155 










160 


Lys 


Val 


Val 


Arg 


Pro 


Val 


Ser 


Val 


Lys 


Lys 


Val 


Arg 


Arg 


Gly 


Thr 


He 










165 










170 










175 




Lys 


He 


He 


Val 


Asn 


Glu 


Gly 


Lys 


Lys 


His 


Glu 


He 


Arg 


Leu 


Phe 


Ala 
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180 

Glu Ala Ala Gly Leu Gin Leu Leu 
195 200 
Ser Leu Val Leu Gly Gly Leu Pro 

210 215 
Asp Ser Glu Leu Asp Ser Cys Leu 
225 230 
Ala 



185 190 
Glu Leu Lys Arg lie Arg lie Gly 
205 

Tyr Gly Lys Tyr Arg Glu Leu Thr 
220 

Ser Gly Lys Ser Val Ala Leu Val 
235 240 



(2) INFORMATIONS POUR LA SEQ ID NO: 684: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 64 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineal re 

( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: 6787 17 . . 679508 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 684: 

Met Thr Leu Leu lie Leu Leu Arg His Gly Gin Ser Val Trp Asn Gin 

15 10 15 

Lys Asn Leu Phe Thr Gly Trp Val Asp lie Pro Leu Ser Gin Gin Gly 

20 25 30 

lie Gin Glu Ala lie Ala Ala Gly Glu Ser lie Lys His Leu Pro lie 

35 40 45 

Asp Cys lie Phe Thr Ser Thr Leu Val Arg Ser Leu Met Thr Ala Leu 

50 55 60 

Leu Ala Met Thr Asn His Ser Ser Gin Lys Val Pro Tyr lie Val His 
65 70 75 80 

Glu Glu Arg Pro Asp Met Ser Arg lie His Ser Gin Lys Glu Met Glu 

85 90 95 

Gin Met lie Pro Leu Phe Gin Ser Ser Ala Leu Asn Glu Arg Met Tyr 

100 105 110 

Gly Glu Leu Gin Gly Lys Asn Lys Gin Glu Val Ala Val Gin Phe Gly 

115 120 125 

Glu Glu Gin Val Lys Leu Trp Arg Arg Ser Tyr Arg lie Ala Pro Pro 

130 135 140 

Gin Gly Glu Ser Leu Phe Asp Thr Gly Gin Arg Thr Leu Pro Tyr Phe 
145 150 155 160 

Gin Glu Arg lie Phe Pro Leu Leu Gin Gin Gly Lys Asn lie Phe lie 

165 170 175 

Ser Ala His Gly Asn Ser Leu Arg Ser Leu lie Met Asp Leu Glu Lys 

180 185 190 

Leu Ser Glu Glu Gin Val Leu Ser Leu Glu Leu Pro Thr Gly Gin Pro 

195 200 205 

lie Val Tyr Glu Trp Thr Gly Gin Lys Phe Thr Lys His Ala Pro Ser 

210 215 220 

Leu Gly Lys Gin Pro Thr Ser His Pro Ser Phe Arg Asn Gly Glu Arg 
225 230 235 240 

Gly Phe Ser Thr Leu Arg Arg Arg lie Phe Val Gin Arg Lys Tyr Leu 

245 250 255 

His Ser Asp Phe Thr Ser Arg Ser 
260 
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. (2) INFORMATIONS POUR LA SEQ ID NO: 685: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 82 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 679357 .. 680502 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 685: 

Arg Asp Lys Asn Ser Arg Asn Thr Leu Leu Leu Leu Val Asn Asn Gin 

15 10 15 

Gin Ala lie Pro Pro Ser Glu Met Val Lys Glu Ala Phe Gin Arg Tyr 

20 25 . 30 

Ala Asp Val Phe Ser Tyr Ser Ala Asn Thr Ser lie Leu Thr Leu Gin 

35 40 45 

Ala Glu Ala Glu Ala Ser Ala Arg Lys Leu Thr Gly Cys Gin Glu Lys 

50 55 60 

Ala Phe Thr Phe His Phe lie Leu His Tyr Pro Asn Val Thr Ala lie 
65 70 75 80 

lie Val Ala Ala Leu Leu Glu Asn Gin Asn Ala Phe Gin Gly Arg Asn 

85 90 95 

His Leu Leu Val Pro Ser Cys Glu Gin Gin Phe lie lie Asn Ala Leu 

100 105 110 

Cys Arg Arg Gin Asn Leu Gly Thr Thr Tyr Asp Trp Val Thr Ser Lys 

115 120 125 

Asn Gly Arg Val Lys Glu Ser Asp Leu Ala Glu Ala Leu Ser Pro Arg 

130 135 140 

Thr Leu Leu Phe Ser lie Ser Ala Ala Asn Gly Met Thr Gly Phe Leu 
145 150 155 160 

Glu Ala lie Pro Glu Leu Ala Ala Leu Cys Lys Glu Arg Gly Val lie 

165 170 175 

Phe His lie Asp Leu Ser Asp lie Leu Gly Arg Cys Ala Leu Pro Ala 

180 185 190 

Glu Leu Tyr Gin Ala Asp lie Leu Thr Phe Ser Ser Gin Ser Leu Gly 

195 200 205 

Gly lie Gly Pro Ser Gly Ala Met Phe lie Ser Pro Ala Leu Thr Lys 

210 215 220 

Tyr Phe Ser Leu Trp Leu Pro Ser Asn Pro Gin Val Pro Thr Cys Leu 
225 230 235 240 

Ser Ser Leu Ala Ala Phe Ser Leu Ala Cys Gin Glu Arg Thr Thr Ala 

245 250 255 

Phe Ser Ser Leu Val Leu Ser Ala lie Ser Ser Arg Ala Ala Leu Lys 

260 265 270 

Gin Ala Leu Ser Ala lie Pro Gin Val Glu Phe Leu Leu Glu Asp Ser 

275 280 285 

Ala Pro Arg Leu Pro Asn Val Ala Val Phe Ala lie Pro Gly lie Pro 

290 295 300 

Ala Glu Ser Leu Gly Phe Phe Leu Ser Gin Lys Asn lie Phe Val Gly 
305 310 315 320 

Leu Gly Tyr Glu Arg Phe Gin Pro Leu Ser Gin lie Leu Gin Ser Ser 

325 330 335 

Gly lie Ser Pro Phe Leu Cys His Ser Ala Leu His Val Ser Phe Thr 
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340 

Glu Arg Thr Pro Thr Thr His Phe 
355 360 
Glu Gly lie Ser His Leu Gin Pro 
370 375 



345 350 
Ser Ala Leu Ala Thr Ala Leu Gin 
365 

Leu Val Thr Gin Ser Leu 
380 



(2) INFORMATIONS POUR LA SEQ ID NO : 686: 

(i) C ARACTER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 23 4 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 68 057 9 681280 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 686: 



Thr 


Trp 


Arg 


Thr 


Leu 


Ser 


His 


Asp 


Gin 


Glu 


Asp 


Glu 


Glu 


He 


Gin 


Leu 


1 








5 










10 










15 




Val 


He 


Gly 


Lys 


Gin 


Gly 


His 


Leu 


Leu 


Met 


Gly 


Asn 


Thr 


Leu 


Leu 


Phe 








20 










25 










30 






Tyr 


Trp 


Leu 


Val 


Asp 


Lys 


Thr 


Asn 


Gly 


He 


He 


Arg 


Glu 


Ala 


Lys 


Phe 






35 










40 










45 








Gin 


Tyr 


Phe 


Gly 


His 


Pro 


Tyr 


Leu 


Leu 


Val 


Leu 


Ala 


Glu 


Ala 


Thr 


Cys 




50 










55 










60 








Ser 


Leu 


Val 


He 


Gly 


Lys 


Thr 


Phe 


Ala 


Glu 


Ala 


Tyr 


Lys 


He 


Thr 


He 


65 










70 










75 










80 


Asn 


Asp 


Leu 


Asp 


Gin 


Glu 


Val 


Arg 


Gly 


His 


Ala 


Asn 


Pro 


Ser 


He 


Phe 










85 










90 










95 




Leu 


Glu 


Asp 


Leu 


Ser 


Pro 


Leu 


Tyr 


His 


Leu 


Val 


He 


Asp 


Ala 


Leu 


Asp 








100 










105 










110 






lie 


Ala 


He 


Glu 


Gin 


Cys 


Val 


Asp 


He 


Pro 


Val 


Asn 


Asp 


Ser 


Pro 


Phe 






115 










120 










125 








Pro 


Phe 


Lys 


Asp 


Ala 


Leu 


Ser 


Gin 


Leu 


Ser 


Glu 


Gly 


Asn 


Pro 


Tyr 


Ser 




130 










135 










140 










Thr 


Glu 


Glu 


Trp 


Gly 


Ala 


Leu 


Ser 


His 


Asp 


Glu 


Gin 


Leu 


Ser 


Ala 


Leu 


145 










150 










155 










160 


Asn 


Thr 


Met 


Met 


Lys 


Glu 


Lys 


He 


Ala 


Pro 


Leu 


Val 


Ala 


Val 


Asp 


Ser 










165 










170 










175 




Gly 


Asp 


Val 


Arg 


He 


Val 


His 


Phe 


Glu 


Gly 


Leu 


Thr 


Val 


Thr 


He 


Ala 








180 










185 










190 






Tyr 


Ser 


Gly 


Asn 


Cys 


Ser 


Ser 


Cys 


Leu 


Ser 


Ser 


Val 


Gly 


Ser 


Thr 


Leu 






195 










200 










205 








Asn 


Ser 


He 


Gly 


Gin 


Leu 


Phe 


Arg 


Ala 


His 


Val 


Tyr 


Pro 


Leu 


Leu 


Glu 




210 










215 










220 










He 


Lys 


Val 


Asp 


Glu 


Gin 


Ser 


Leu 


Leu 


Phe 















225 230 



(2) INFORMATIONS POUR LA SEQ ID NO: 687: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 34 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 68153 9 682558 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 687: 

Glu Leu Thr Ser Trp Arg Met Pro Val Leu Pro Arg Phe Leu Lys Asn 

1 5 10 15 

Lys lie Ala Ser Thr Lys Ser Leu Gly Tyr Leu Leu Ala Ala lie Leu 

2Q 25 30 

lie Gly Phe lie Met Leu Tyr Lys Pro Ser Ser Pro Gin Pro Thr Pro 

35 .40 45 

Thr Val Ala Ser Thr Glu Lys Lys Pro Ser His Trp Leu Lys Leu Ser 

50 55 60 

His Leu Gly Asn Leu Gin Ser lie Glu lie Gin Ala Lys Lys Glu Gin 
65 70 75 80 

Leu Glu Lys Asp Leu Thr Leu Phe Glu Pro Val Leu Gin Ala Thr Val 

85 .90 95 

Ala Leu Ser Gin Glu Glu Asp Ser Leu Ala Glu lie Ser Val lie Leu 

100 105 110 

Ser Leu Pro Gin Ala Ser Thr Leu Ser Pro Ser Leu Val His Ser lie 

115 120 125 

Thr Asp Tyr Leu Thr Arg Ser Val Pro Gly Leu Thr Lys Glu His lie 

130 135 140 

Thr Leu Ser Asp Gin His Gly Asn Leu Tyr Ser Pro Leu Phe Glu Gin 
145 150 155 160 

Ser Asn Thr Leu Leu Thr Thr Ser Leu Glu Arg Ser Leu Gin Thr lie 

165 170 175 

Leu Pro Gin Thr His Phe Ala Leu Asn Tyr lie Pro Val Ala Asp Glu 

180 185 190 

Gly His Leu Gin Leu Leu Val Asp Glu Asp Tyr Leu Asn Thr Leu Pro 

195 200 205 

Lys Gly Ala Arg Val Lys Leu Leu Ser His Met Gin Glu lie Leu Ser 

210 215 220 

Ala Phe Ser. Glu Met His Pro Ser Val Asp lie Val Pro Phe Leu Lys 
225 230 235 240 . 

Pro Val Ala His Lys Thr Ser Arg Leu Ser Ser lie Val Leu Ser lie 

245 250 255 

Thr lie Val Leu Leu Ser Leu Gly lie Leu Gly Phe Ala Thr Phe Tyr 

260 265 270 

Leu Ala Phe His Thr Tyr Asp His Val Ser Gin Gin Lys Glu Lys lie 

275 - 280 285 

Gin Ser lie Asn lie Pro Lys Leu lie Glu Met Met Lys Arg Glu Ser 

290 295 300 

Pro Glu Lys Val Ala Leu lie Leu Ser Tyr Leu Asp Ser Ala Lys Ala 
305 310 315 320 

Glu Glu Leu Leu Asn Lys Leu Pro Glu Glu Met Lys Ser Ala Val Leu 
325 330 335 

Lys Leu Arg Thr 
340 



(2) INFORMATIONS POUR LA SEQ ID NO: 688: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 178 acides amines 

(B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
( i i i ) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 682554 .. 683 087 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 688: 



Glu 


His 


Lys 


His 


Leu 




Asp 


±yr 


Val 


Ala 


Ser 


Pro 


His 


Leu 


Arg 


Ser 


1 








5 










i n 

_L U 














Leu 


Ala 


Cys 


Leu 
20 


Asp 


Asn 


Ser 


Gin 


Leu 


Pro 


He 


Glu 


Thr 


Pro 

o U 


Leu 


Phe 


Glu 


Gin 


Lys 
35 


Ala 


Leu 


Ser 


His 


Glu 
40 


Leu 


Leu 


Ser 


Leu 


He 
45 


Gin 


Val 


Phe 


Arg 


Lys 
50 


Leu 


Ser 


Val 


His 


Leu 
55 


Leu 


Ser 


Glu 


He 


Glu 
60 


Lys 


Leu 


Ser 


Gin 


Lys 


Leu 


Lys 


Pro 


Glu 


Leu 


Leu 


Glu 


Leu 


Ala 


Val 


Leu 


Val 


Cys 


Glu 


Lys 


65 










70 










75 








80 


Phe 


Leu 


Tyr 


Arg 


Lys 
85 


Leu 


Ala 


Cys 


Thr 


Glu 
90 


Glu 


Leu 


Ala 


Leu 


Leu 
95 


He 


Ser 


Ala 


Ala 


Leu 
100 


Gin 


His 


His 


Leu 


Ala 
105 


Thr 


Tyr 


Ala 


Val 


Ser 
110 


Pro 


He 


Lys 


He 


Gly 
115 


Leu 


His 


Pro 


Glu 


Asp 
120 


Leu 


Ser 


Asn 


Leu 


Ser 
125 


Lys 


Trp 


Leu 


lie 


Leu 


His 


Asp 


Val 


Pro 


Leu 


Leu 


Lys 


Asn 


He 


Glu 


Phe 


He 


Ala 


Asp 




130 










135 










140 








Pro 


Leu 


Cys 


Lys 


Lys 


Ala 


Ser 


Tyr 


Lys 


He 


Glu 


Leu 


Pro 


Ser 


Gly 


He 


145 










150 










155 








160 


Leu 


Arg 


Gin 


Asp 


He 
165 


Gly 


Glu 


Glu 


Leu 


Ser 
170 


His 


Leu 


Leu 


Ser 


Val 
175 


Leu 



Thr Pro 



(2) INFORMATIONS POUR LA SEQ ID NO: 689: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 43 4 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 683 1 64 6844 65 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 689: 

Met Thr His Leu Gin Glu Glu Thr Leu Leu He His Gin Trp Arg Pro 

15 10 15 

Tyr Arg Glu Cys Gly He Leu Ser Arg He Ser Gly Ser Leu Leu Glu 

20 25 30 

Ala Gin Gly Leu Ser Ala Cys Leu Gly Glu Leu Cys Gin He Ser Leu 

35 40 45 

Ser Arg Ser Asp Pro He Leu Ala Glu Val He Gly He His Asn Arg 

50 55 60 

Thr Thr Leu Leu Leu Ala Leu Thr Pro He Tyr Tyr Leu Ala He Gly 
65 70 75 80 
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Ala Glu Val Val Pro Leu Arg Arg Pro Ala Ser Leu Pro Leu Ser Asn 

85 90 95 

His Leu Leu Gly Arg Val Leu Asp Gly Phe Gly Asn Pro Leu Asp Gly 

100 105 110 

Gly Ser Gin Leu Pro Lys Thr Asn Leu Ser Pro Leu Phe Ser Ser Pro 

115 120 125 

Ser Ser Pro Met Ser Arg Thr Pro lie Gin Glu Val Phe Pro Thr Gly 

130 135 140 

lie Arg Ala lie Asp Ala Leu Leu Thr lie Gly Glu Gly Gin Arg Val 
145 150 155 160 

Gly lie Phe Ser Glu Pro Gly Gly Gly Lys Ser Ser Leu Leu Ser Thr 

165 170 175 

lie Ala Lys Gly Ser Gin Gin Thr lie Asn Val lie Ala Leu lie Gly 

180 185 190 

Glu Arg Gly Arg Glu Val Arg Asp Tyr Val Asn Gin His Lys Glu Gly 

195 200 205 

Leu Ala Ala Gin Arg Thr Val lie lie Ala Ser Thr Ala Tyr Glu Thr 

210 215 220 

Ala Ala Ser Lys Val lie Ala Gly Arg Ala Ala lie Thr lie Ala Glu 
225 230 235 240 

Tyr Phe Arg Asp Gin Gly Ala Arg Val Leu Phe Thr Met Asp Ser Leu 

245 250 255 

Ser Arg Trp lie Glu Ser Leu Gin Glu Val Ala lie Ala Arg Gly Glu 

260 265 270 

Thr Leu Ser Thr His His Tyr Ala Ala Ser Val Phe His His Val Ala 

275 280 285 

Glu Phe Leu Glu Arg Ala Gly Asn Asn Asp Lys Gly Ser lie Thr Ser 

290 295 300 

Phe Tyr Ala lie Leu His Tyr Ala Asn His Pro Asp lie Phe Thr Asp 
305 310 315 320 

Tyr Val Lys Ser Leu Leu Asp Gly His Phe Phe Leu Ser Pro Gin Glu 

325 330 335 

Lys Ser Phe Ser Ser Pro Pro lie Asn Val Leu Thr Ser Leu Ser Arg 

340 345 350 

Ser Ser Arg Gin Leu Ala Leu Pro His His Tyr Ala Ala Ala Gin Glu 

355 360 365 

Leu Leu Ser Leu Leu Lys Ala Tyr His Glu Ala lie Asp lie lie Gin 

370 375 380 

Leu Gly Ala Tyr Val Ser Gly Gin Asp Ala His Leu Asp Arg Ala lie 
385 390 395 400 

Arg Leu Leu Pro Ser Val Lys Gin Phe Leu Ser Gin Pro Tyr Ser His 

405 410 415 

Tyr Ser Ala lie His Glu Thr lie Glu Gin Leu Cys Gin Leu Leu Lys 
420 _ 425 430 

His Glu 



(2) INFORMATIONS POUR LA SEQ ID NO: 690: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 119 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 6844 18 684774 ) 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 69 0: 

Phe Phe Phe Gly Leu Val Val Phe Val Cys Arg His Lys His Leu Ser 

15 10 15 

Lys Thr Phe Ser Gly Pro Asp Ala Val Tyr He Glu Lys Phe Ala Leu 

20 25 30 

Phe Val Asn Val Leu Asn Val Gly His He His Gly Tyr Met Thr Asp 

35 40 45 

He Gly He Val Cys Ala Leu Leu Arg Lys Phe Ser Arg Cys Ala Pro 

50 55 60 

Val Phe Val Val Ser Arg Cys Ser He Val Glu Ser Ala Phe Phe Thr 
65 70 75 80 

Val Ser Asn Arg Val Arg Phe Leu Lys Ser Ser He Val Ser Ser Leu 

85 90 95 

Asp Arg Ser Trp Ser Phe Leu Phe Met Phe Gin Gin Leu Ala Gin Leu 

100 105 110 

Phe Asn Ser Phe Met Asn Ser 
115 



(2) INFORMATIONS POUR LA SEQ ID NO: 691: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 449 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 684857 .. 686203 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 691: 



Val 


Asp 


Leu 


Ser 


Phe 


Leu 


Leu 


Asp 


Gin 


Leu 


Leu 


Pro 


He 


Gin 


Gin 


Glu 


1 








5 










10 










15 




His 


Leu 


Leu 


Glu 
20 


Tyr 


Trp 


Pro 


Ser 


Leu 
25 


Ser 


Pro 


Gin 


Gin 


Arg 
30 


Leu 


Arg 


Leu 


Gly 


Thr 
35 


Gin 


He 


Ala 


Gin 


He 
40 


Asp 


He 


Pro 


Phe 


Phe 
45 


Leu 


Arg 


Gin 


Gin 


Ala 


Leu 


Leu 


Gin 


Asn 


Pro 


Gin 


Ala 


Ser 


His 


Gin 


Glu 


Tyr 


Thr 


Pro 




50 










55 










60 








Leu 


Ser 


Pro 


Val 


His 


Tyr 


Ala 


Gly 


Asp 


Asn 


Pro 


Ala 


Tyr 


Ala 


Gin 


Leu 


65 










70 










75 










80 


Gly 


Phe 


Gin 


Leu 


Leu 
85 


Gin 


Arg 


Gly 


Lys 


Val 
90 


Gly 


Cys 


Val 


Val 


Leu 
95 


Ala 


Gly 


Gly 


Gin 


Gly 
100 


Ser 


Arg 


Leu 


Lys 


Phe 
105 


Asp 


Gly 


Pro 


Lys 


Gly 
110 


Leu 


Tyr 


Pro 


Val 


Ser 
115 


Ser 


Val 


Lys 


Lys 


Lys 
120 


Pro 


Leu 


Tyr 


Gin 


Leu 
125 


Val 


Ala 


Glu 


Lys 


Val 
130 


Ala 


Ala 


Ala 


Ser 


Lys 
135 


Trp 


Val 


Gly 


Arg 


Pro 
140 


Leu 


Pro 


Leu 


Ala 


He 


Met 


Thr 


Ser 


Pro 


Leu 


Asn 


His 


Lys 


Gin 


Thr 


Leu 


Ser 


Tyr 


Phe 


Ala 


145 










150 










155 










160 


Thr 


Asn 


Asp 


Tyr 


Phe 


Asn 


Leu 


Ser 


Pro 


Ser 


Gin 


Val 


Asp 


Phe 


Phe 


cys 










165 










170 










175 


Gin 


Pro 


Leu 


Trp 
180 


Pro 


Leu 


Leu 


Ser 


Leu 
185 


Ser 


Gly 


Asp 


Leu 


Phe 
190 


Leu 


Glu 
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Ser Glu Asp Arg 
195 

Thr Leu Leu Gin 
210 

lie Glu Met Val 
225 

Phe Asp Arg Glu 

Thr lie Lys Thr 

. 260 

Leu lie Glu Leu 
275 

Leu Thr Thr Lys 
290 

Tyr Lys Leu Ala 
305 

Ala Gin Thr Ala 

Ala Lys Gin Leu 
340 

Glu Glu Phe lie 
355 

lie Val Tyr Pro 
370 

Gly Asn His Ser 
385 

His Ala Leu Phe 

lie Phe Glu Leu 
420 

Leu Glu Trp Glu 
435 

Ser 



Leu Ser Leu Gly 
200 

Ser Ser Gly lie 
215 

Ser Val lie Pro 
230 

Leu Val Gly Phe 
245 

Thr Leu Arg Gin 

Ala Lys Gin Lys 
280 

Glu Arg Cys Ala 
295 

Asn lie Gly Leu 
310 

Tyr Gin Pro Leu 
325 

His Pro Ser Thr 

Phe Asp Leu Phe 
360 

Arg His Glu Cys 
375 

Pro Ala Thr Val 
390 

Thr Ala Val Thr 
405 

Glu Ala Asp Phe 

Thr Lys lie Phe 
440 



Pro Thr Gly Asn 

Trp Asp Lys Trp 
220 

lie Asp Asn Pro 
235 

His Ala Ala Glu 
250 

Ser Ala Gin Glu 
265 

He Ala Val Val 

Lys Thr Thr Glu 
300 

Tyr Cys Leu Ser 
315 

Pro Leu Tyr Lys 
.330 

Thr Glu Lys Asn 
345 

Gin Tyr Ser Glu 

Phe Ala Pro Leu 
380 

Arg Glu Ala Met 
395 

Glu Arg Lys Leu 
410 

Tyr Tyr Pro Ser 
425 

Phe Gin Glu Thr 



Gly Cys Leu Ser 
205 

His Gin Ala Gly 

Leu Ala Leu Pro 
240 

His Asn Asp Val 
255 

Asp Val Gly Val 
270 

Glu Tyr Ser Thr 
285 

Gly Asp Leu Thr 

Me t Asp Phe Leu 
320 

Ala Asn Lys His 
335 

Ala Trp Lys Phe 
350 

His Ser Gin Ala 
365 

Lys Asn Tyr Glu 

Arg Lys Arg Glu 
400 

Ser Pro Asn Thr 
415 

Ser His Thr Ser 
430 

He He Glu Ala 
445 



(2) INFORMATIONS POUR LA SEQ ID NO : 6 92: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR,: 33 6 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui „ 



(viii) POSITION DANS LE GENOME: 6861 97 6872 04 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 692: 



Gly 


Leu 


Met 


Lys 


Glu 


Thr 


He 


Ala 


Tyr 


Leu 


Gly 


Met 


Gly 


Met 


Trp 


Gly 


1 








5 










10 










15 




Phe 


Ser 


Leu 


Ala 


Asn 


Leu 


Leu 


Ala 


Asn 


Asn 


Gly 


His 


Arg 


Val 


Val 


Gly 








20 










25 










30 






Trp 


Ala 


Arg 


Asn 


Pro 


Ala 


Leu 


He 


Glu 


Gin 


Leu 


Ser 


Val 


Gin 


Arg 


Arg 






35 










40 










45 








His 


Pro 


Ala 


Ala 


Pro 


His 


He 


Ser 


He 


Pro 


Gin 


Asn 


Leu 


Ser 


Phe 


Thr 




50 










55 










60 










Tyr 


His 


Met 


Glu 


Glu 


Ala 


Leu 


Asp 


Gly 


Ala 


Thr 


Met 


He 


Val 


Glu 


Gly 



1415 



65 70 75 80 

Val Thr Ser Ala Gly Met Arg Pro Val Leu Thr Gin Leu Lys Ala Leu 

85 90 95 

Thr Glu Leu Arg Val Pro Leu Val lie Thr Ser Lys Gly lie Glu Gin 

100 105 no 

Asn Thr Gly Leu Leu Leu Ser Glu He Ala Leu Glu He Phe Gly Arg 

115 120 125 

Pro Ala Ala Gin His Leu Gly Tyr Leu Ser Gly Pro Ser He Ala Ser 

130 135 140 

Glu Val Leu Arg Gly Cys Pro Cys Ser Val Val He Ser Ala Tyr Asn 
I 45 150 155 160 

Pro Asp Thr Leu Lys Gin He His Arg Ala Phe Leu Thr Pro Thr Phe 

165 170 175 

Arg Val Tyr Pro Asn Ser Asp Leu Lys Gly Val Ala Leu Gly Gly Ala 

180 185 190 

Leu Lys Asn Val He Ala He Ala Cys Gly He Ser Asp Gly Phe Arg 

195 200 205 

Phe Gly Asp Asn Ala Lys Ser Gly Leu Val Thr Arg Gly Leu His Glu 

210 215 220 

He Arg Lys Phe Ala Thr He Met Gly Cys Arg Pro Asp Thr Leu Asn 
225 230 235 240 

Gly Leu Ala Gly Leu Gly Asp Leu Cys Thr Thr Cys Phe Ser Ala Phe 

245 250 255 

Ser Arg Asn Thr Leu Phe Gly Lys Leu Leu Ala Glu Gly Leu Thr Pro 

260 265 270 

Glu Gin Ala Lys Thr Lys He Gly Met Val Val Glu Gly Val Tyr Thr 

275 280 285 

Ala Leu Ser Ala His Gin He Ala Thr His His Arg He Asp Met Pro 

290 295 300 

He Thr Thr Ser Val Tyr Arg Val Leu Tyr Glu Asn Leu Asp He Gin 
305 310 315 320 

Glu Gly He Ala Gin Leu Leu Gin Arg Asp Thr Lys Glu Glu Tyr Leu 
325 330 335 



(2) INFORMATIONS POUR LA SEQ ID NO: 693: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 34 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



( iii ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 687341 6883 60 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 693: 



Met 


Ser 


Ser 


Lys 


Leu 


Val 


Asn 


Tyr 


Leu 


Arg 


Leu 


Thr 


Phe 


Leu 


Ser 


Phe 


1 








5 










10 










15 




Leu 


Gly 


He 


Ala 


Ser 


Thr 


Ser 


Leu 


Asp 


Ala 


Met 


Pro 


Ala 


Gly 


Asn 


Pro 








20 










25 










30 






Ala 


Phe 


Pro 


Val 


He 


Pro 


Gly 


He 


Asn 


He 


Glu 


Gin 


Lys 


Asn 


Ala 


Cys 






35 










40 










45 






Ser 


Phe 


Asp 


Leu 


Cys 


Asn 


Ser 


Tyr 


Asp 


Val 


Leu 


Ser 


Ala 


Leu 


Ser 


Gly 




50 










55 










60 








Asn 


Leu 


Lys 


Leu 


Cys 


Phe 


Phe 


Gly 


Asp 


Tyr 


He 


Phe 


Ser 


Glu 


Glu 


Ala 



65 70 75 80 



1416 



bin 


Val 


Lys 


Asp 


val 


tr L. \J 


val 


Val 


1111 


Ocl 


Val 


1 11 1 


inr 


Aia 


<j ly 


lie 










ft ^ 
O J 










q n 










q c: 
y d 






Pro 


Ser 


Pro 


Asn 


Tin 

lie 


rpV-> -y- 
1 11 L 


Ser 


Tnr 


inr 


Lys 


inr 


Arg 


Asn 


irne 


Asp 








inn 

1UU 










1U J 










1 1 u 






Leu. 


val 


Asn 


Cys 


Asn 


Leu 


Asn 


Bis 
Ala 


Asn 


Cys 


vai 


Ala 


TV I 

Aia 


Ala 


Phe 


Ser 






1 1 c 
1 J. _> 










1 90 
i & \J 










1 o ^ 

1Z J 








Leu 


Pro 


Asp 


Arg 


Ser 


Leu 


Ser 


Ala 


lie 


Pro 


Leu 


jrne 


Asp 


vai 


Ser 


irne 




1j u 










i j _) 










i a n 










GXU 


val 


Lys 


val 


tjiy 


t?iy 


Leu 


Lys 


Lj in 


Tyr 


Tyr 


Arg 


Leu 


Pro 


Me u 


Asn 


"IXC 

14 b 










lb U 










1 b b 










loU 


TV "1 _ 

Ala 


Tyr 


Arg 


Asp 


Phe 


Thr 


Ser 


Glu 


Pro 


Leu 


Asn 


Ser 


Glu 


Ser 


Glu 


val 










lob 










1 / U 










1 / b 




Thr 


Asp 


Gly 


Met 


He 


Glu 


Val 


Gin 


Ser 


Asn 


Tyr 


Gly 


Pne 


Val 


Trp 


Asp 








ion 










1 QC 

lob 










i y u 






Val 


Ser 


Leu 


Lys 


Lys 


Val 


He 


Trp 


Lys 


Asp 


Gly 


Val 


Ser 


Phe 


Val 


Gly 






i y b 










o n n 
U U 










one 








val 


Gly 


Ala 


Asp 


Tyr 


Arg 


HIS 


Ala 


Ser 


Cys 


Pro 


Tl- 


Asp 


Tyr 


Tl - 

I le 


lie 




A 1 U 










z i b 










*5 o n 










Ala 


Asn 


Ser 


Gin 


Ala 


Asn 


Pro 


Glu 


vai 


riie 


lie 


Ala 


Asp 


Ser 


Asp 


Gly 












o "3 n 










z J b 










Z4U 


Lys 


Leu 


Asn 


pne 


Lys 


C»1U 


Trp 


Ser 


vai 


Cys 


vai 


L^iy 


Leu 


inr 


inr 


Tyr 




















Z D U 










z b b 




val 


Asn 


Asp 


Tyr 


val 


Leu 


Pro 


Tyr 


Leu 


Ala 


irne 


Ser 


lie 


t»iy 


Ser 


vai 








260 










265 










270 






Ser 


Arg 


Gin 


Ala 


Pro 


Asp 


Asp 


Ser 


Phe 


Lys 


Lys 


Leu 


Glu 


Asp 


Arg 


Phe 






275 










280 










285 








Thr 


Asn 


Leu 


Lys 


Phe 


Lys 


Val 


Arg 


Lys 


He 


Thr 


Ser 


Ser 


His 


Arg 


Gly 




290 










295. 










300 










Asn 


He 


Cys 


He 


Gly 


Ala 


Thr 


Asn 


Tyr 


He 


Ala 


Asp 


Asn 


Phe 


Phe 


Tyr 


305 










310 










315 










320 


Asn 


Val 


Glu 


Gly 


Arg 


Trp 


Gly 


Ser 


Gin 


Arg 


Ala 


Val 


Asn 


Val 


Ser 


Gly 










325 










330 










335 




Gly 


Phe 


Gin 


Phe 



























(2) INFORMATIONS POUR LA SEQ ID NO: 694: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 80 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui _ 



(viii) POSITION DANS LE GENOME: 

(xi) DESCRIPTION DE LA SEQUENCE 

Leu Asp Met Arg Gly Asn Leu Leu 
1 5 
Lys Arg Arg Gly Phe Gly Gly Leu 
20 

His Ser Ala Leu Ala Ser Pro Ser 

35 40 
He Gly Asp He Val Cys Arg Ser 

50 55 
Ala Gly Asn Phe Thr Asn Phe Lys 



complement (688193 . . 688432) 
: SEQ ID NO: 694: 

Leu He Ser Leu Glu Gly Glu Val 

10 15 
Glu Leu Glu Ser Ser Gly Asp Val 
25 30 
Ser Phe Tyr Val Val Glu Glu Val 
45 

Asp Ala Asp Val Ser Thr Met Arg 
60 

Phe Glu Val Ser Glu Ala He Phe 
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65 70 75 80 



(2) INFORMATIONS POUR LA SEQ ID NO : 69 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 395 ac idles amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

{ i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 68843 2 689 61 6 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 69 5: 

Arg Ala Lys Thr lie Met Arg Asn His Pro lie Pro Glu Gly Gin Lys 

15 10 15 

Tyr Phe Val Pro Thr lie Glu Thr Ala Ala Pro Arg Glu Arg Arg Val 

20 25 30 

Ser Pro Ala Glu Val Ala Ala Asp Tyr Thr Gin Leu His Glu Ala Ala 

35 40 45 

Thr Tyr Leu Gin Val Phe Gin Asp Leu Leu Asn Asp Ala His Gin Leu 

50 55 60 

Gly Leu Asn Lys Glu Phe Val Glu Ser Leu Arg Gin Asp Phe Leu Lys 
65 70 75 80 

Thr Gly Ser Glu Met Ser Leu Met Gin Ala Leu Trp Thr Glu Glu Ser 

85 90 95 

Gin Arg Glu Ala Arg Lys Arg Glu Arg Lys Glu Leu Gin Gin Gin Leu 

100 105 HO 

Glu Ser Lys Val Leu Gly Pro Gin Ala Leu Thr Thr Ala Lys Glu Leu 

115 120 125 

His Pro Val Asp Asp Ser lie Val Asn Lys Met Pro Phe Gin Ser Ala 

130 135 140 

Phe Ala Tyr lie Leu Leu Asp Lys Tyr lie Pro Ala Gin Glu Glu Ala 
145 150 155 160 

Leu Tyr Ala Leu Ala Arg Glu Leu Asn Phe Ser Gly Tyr Ala Gin Thr 

165 170 175 

Leu Phe Ser Pro Val Leu Glu Leu Val Lys Ser Phe Asn Asn Ala Pro 

180 185 190 

lie Val Tyr Asn Leu Gly Ser Tyr lie Gly Gin Thr Ala Gly Thr Ala 

195 200 205 

Asn Phe Lys Tyr Gly Tyr Gin Met Val Leu Asp Arg Tyr Glu Thr Glu 

210 215 220 

Thr Gly Gin Leu Arg Lys Asp lie Lys Asn Ala Glu Asn Ala Lys Gin 
225 230 235 240 

Gin Leu Ala Gin lie He Lys Asn Val Glu Ala Asn Asn Ser Leu Thr 

245 250 255 

Thr Glu His Lys Thr Gin Leu Lys Asp Met Ala Asn Gly Tyr He Gin 

260 265 270 

Thr Leu Asp Val Cys He Ser Gin Met Gin Glu Leu Ser Thr Gly Leu 

275 280 285 

Arg Gly Leu Ser Phe He Pro Gly Arg Asp Glu Tyr Asn Pro Ala Tyr 

290 295 300 

Glu He Met Gly Ser Ser Phe Ser Val Val Thr Leu Gin Asn Leu Glu 
305 310 315 320 

Gly Lys Val Val Asp Gly Glu He Asn He Ser Ser Gly Glu Thr Lys 
325 330 335 
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Gly Gly Leu Leu Asn Phe Phe Thr Tyr Phe Leu Ala Asp Val Gin Asn 

340 345 350 

Phe Gly Asp Leu Ala Gin Thr Asn Gin Leu Met Leu Glu Leu Gin Met 

355 360 365 

Arg Ala Met His Gin Gin Trp Ser Leu Val Thr Ala Ser Leu Lys Leu 

370 375 380 

Leu His Asn Val Tyr Arg Thr Leu Ala Ser Ser 
385 390 395 



(2) INFORMATIONS POUR LA SEQ ID NO: 69 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 110 ac ides . amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 689 63 1 689 9 60 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 69 6: 



Gly 


Thr 


Asp 


Phe 


Trp 


Arg 


Asn 


Met 


Pro 


Asp 


Glu 


Val 


Asp 


Glu 


Ala 


Phe 


1 








5 










10 










15 




Thr 


Ala 


Lys 


He 


Gly 


Ser 


Lys 


Glu 


Phe. 


Asp 


Thr 


Trp 


He 


Gin 


Gin 


Leu 








20 










25 










30 






Thr 


Thr 


Phe 


Glu 


Ser 


Ala 


Val 


He 


Glu 


Gly 


Gly 


Arg 


Asn 


Gly 


Val 


Met 






35 










40 










45 








Pro 


Gly 


Gly 


Glu 


Gin 


Gin 


Val 


Leu 


Gin 


Ser 


Leu 


Glu 


Ser 


Lys 


Gin 


Gin 




50 










55 










60 










Asp 


Tyr 


Thr 


Ser 


Phe 


Asn 


Gin 


Asn 


Gin 


Gin 


Leu 


Ala 


Leu 


Gin 


Met 


Glu 


65 










70 










75 










80 


Ser 


Ala 


Ala 


He 


Gin 


Gin 


Glu 


Trp 


Thr 


Met 


Val 


Ala 


Ala 


Ala 


Leu 


Ala 










85 










90 










95 




Leu 


Met 


Asn 


Gin 


He 


Phe 


Ala 


Lys 


Leu 


He 


Arg Arg 


Phe 


Lys 












100 










105 










110 







(2) INFORMATIONS POUR LA SEQ ID NO: 697: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 214 acides, amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 689846 .. 690487 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 697: 

Lys Ser Glu Val Glu Pro Ser Ser Leu Asn Tyr Phe Asn Ala Met Val 

15 10 15 

Glu Ala Lys Lys Thr Phe Val Glu Thr Ser Pro He Gin Met Val Tyr 

20 25 30 

Ser Ser Leu Met Leu Asp Lys Tyr Leu Pro Asn Gin Gin Tyr He Leu 
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35 40 45 



Glu 


Thr 


Leu 


Gly 


Ser 


Gin 


Met 


Thr 


Phe 


Ser 


Asn 


Lys 


A 1 ^ 


nJla 


Arg 


Tyr 




50 










55 










fin 






Leu 


Asn 


Asp 


lie 


He 


Ala 


His 


Ala 


Val 


Ser 


Phe 


Gin 


J.I1X 


Aid 


Asn 


val 


65 










70 










75 










q n 
o u 


Tyr 


Tyr 


Ser 


Leu 


Gly 


Met 


Tyr 


Leu 


Arg 


Gin 


Met 


Asn 


Gln 


\J Mil 


pin 


Phe 










85 










90 










Q ^ 




Pro 


Glu 


Val 


He 


Ser 


Ara 


Ala 


Asn 


Asp 


Thr 


Val 


Lys 




ulU 


lie 


Asp 








100 










105 














Arg 


Ser 


Arg 


Ala 


Asp 


Leu 


Phe 


His 


Cys 


Lys 


Lys 


Ala 


J. ie 


<j 1U 


Lys 


T 1 ^ 

lie 






115 










12 0 
















Lys 


Glu 


Leu 


Val 


Thr 


Ser 


He 


Asn 


Ala 


Asp 


J. 11X 


J. U 


Leu 


lnr 


Ser 


Ser 




130 










135 










140 










Gin 


Arg 


Ala 


Glu 


Leu 


Leu 


Glu 


Thr 


Leu 


Ala 


Ser 


Tyr 


Ala 


Phe 


Glu 


Phe 


145 










150 










155 








160 


Glu 


Asn 


Leu 


Tyr 


His 


Asn 


Leu 


Ser 


Asn 


Val 


Tyr 


Val 


Met 


Val 


Ser 


Lys 










165 










170 










175 


Val 


Gin 


lie 


Ser 


Gly 


Val 


Thr 


Cys 


Leu 


Met 


Lys 


Trp 


Met 


Arg 


Leu 


Leu 








180 










185 










190 






Leu 


Leu 


Arg 


Leu 


Asp 


Arg 


Arg 


Asn 


Ser 


He 


Leu 


Gly 


Phe 


Ser 


Ser 


Leu 






195 










200 










205 








Gin 


His 


Leu 


Lys 


Val 


Leu 























210 



(2) INFORMATIONS POUR LA SEQ ID NO: 698: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 85 acides amines 

(B) TYPE: acide amine 

{ D) CONFIGURATION : 1 ineai re 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 6 9 04 63 6 9 07 17 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 698: 

Ala Phe Gly Asp Tyr Asn Gly Val Tyr Leu Phe Asp Asn Lys Gly Leu 

1 5-10 is 

Ala Thr Asn Leu Phe Asn Pro Thr Phe Phe Phe Asp Val Val Ser Leu 

20 25 30 

Met Thr Ala Asp Pro Thr Lys Thr Met Ser Arg Gin Asp Tyr Asn Lys 

35 -40 45 

Val He Thr Ala Ser Glu Ser Ser He Gin Lys He Asn Gin Ala He 

50 55 60 

Thr Ala Trp Glu Leu Ala He Ala Glu Cys Gly Thr Lys Lys Ala Lys 
65 70 75 80 

Ser Asn His Pro Val 
85 



(2) INFORMATIONS POUR LA SEQ ID NO : 69 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 40 0 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineaire 



1420 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 690672 69 187 1 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 699: 



Pro Glu Ser Arg 
1 

Phe Phe Gin Gin 
20 

Gly Leu Leu Glu 

-35 

Lys Ser Pro Thr 
50 

Asp Gly lie Glu 
65 

Asp Pro Asn Lys 

Ser Phe Asp Asp 
100 

Pro Thr Ala lie 
115 

Asn Thr Leu Arg 
130 

Tyr Thr Lys Leu 
145 

Ser Leu Lys Asn 

Thr Asn Phe Trp 
180 

Leu Ser Glu Pro 
195 

Ser Leu Tyr lie 
210 

lie Thr Asn Thr 
225 

Glu Gin Thr Gly 

Glu Gly Asn Met 
260 

Gin Leu Met Ser 
275 

Pro Lys Asn Asp 
290 

Tyr Val Asn Ser 
305 

Asn Gly Leu Leu 

Phe Ala Lys Lys 
340 

Tyr Thr Asn Phe 
355 

Thr Ser Ser Phe 
370 

Lys Pro Ser Val 
385 



Ser Met Leu Leu 
5 

Leu Asp Glu Lys 

Glu Val Asp Leu 
40 

Pro lie Thr Thr 
55 

lie Val Gly Glu 
70 

Ala Ala Ala Gin 
85 

Trp Leu Arg Leu 

Glu Glu Glu lie 
120 

Asn Lys Leu Lys 
135 

Tyr Ala lie Pro 
150 

Glu Asn Asn Val 
165 

Gin Asn lie Met 

Val Ala Asp Ala 
200 

Glu Arg Ala Thr 
215 

lie Lys Asp lie 
230 

lie Phe Arg Leu 
245 

lie Gin Ser Leu 

Arg Thr Ala Thr 
280 

Lys Asn Glu Asp 
295 

Leu Ala Asp Leu 
310 

Ser Leu Val Tyr 
325 

Asp' Val Phe Asn 

Leu Asn Gin Glu 

• 360 

Asn lie Ser Asn 
375 

lie lie Thr Ala 
390 



Gin Cys lie Cys 
10 

Ser Lys Gly Leu 
25 

Glu Lys Phe lie 

Gly Thr Thr Ser 
60 

Leu Ser Ser Glu 
75 

Val Phe Gly Glu 
90 

Ser Glu Asn Gly 
105 

Val Thr Lys Tyr 

Gin Gin Ser Leu 
140 

Gin Asn Phe Val 
155 

Arg Leu lie Pro 
170 

Leu Thr Tyr Asn 
185 

Met Asn Thr Thr 

Glu Ala Ala Lys 
220 

Phe Asn Pro Val 
235 

Lys Gly Ala Glu 
250 

Leu Ser Phe Ala 
265 

Val Asp Glu lie 

Val lie His Thr 
300 

Lys Ala Asn Glu 

. 315 
Ala Tyr Tyr Ala 
330 

Asn Ala Gin Ala 
345 

lie Gin Tyr Trp 

Gin Ala Leu Arg 
380 

Tyr lie Phe Leu 
395 



Arg Ser Val Phe 
15 

Lys Arg Ala Leu 
30 

Pro Ser Leu Glu 
45 

Lys lie Ser Ala 

Thr lie Leu Ala 
80 

Gly Leu Ala Asp 
95 

Gly lie Gin Asp 
110 

Gin Thr Glu Leu 
125 

Thr Asp Asp Glu 

Lys Glu lie Glu 
160 

Lys Ser Lys Val 
175 

Ser Val Thr Ser 
190 

Met Thr Glu Tyr 
205 

Leu lie Arg Glu 

Trp Asp Val Arg 
240 

Tyr Asn Ala Leu 
255 

Gly Leu Phe Arg 
270 

Gly Ala Leu Tyr 
285 

Ala lie Asp Asp 

Gin Val Lys Leu 
320 

Ser Thr Leu Gly 
335 

Ser Phe Thr Asp 
350 

Arg Pro Arg Glu 
365 

Thr Phe Lys Asn 

lie lie Lys Asp 
400 
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(2) INFORMATIONS POUR LA SEQ ID NO : 7 00: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 59 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 692 041 6 93 837 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 700: 

Met Thr Gly Asp Trp lie Ser Lys lie Thr His Ser Gly Leu Lys Ser 

1 -5 10 15 

Trp lie Glu Glu Val lie Ala Leu Val Ser Pro Asp Asp Val Arg Leu 

20 25 30 

Cys Asp Gly Ser Glu Ala Glu Tyr Gin Gin Leu Cys Gin Gin Met Gin 

35 40 45 

Asp Ala Gly Val Met Thr Pro Leu Asn Pro Glu Leu His Pro Asn Cys 

50 55 60 

Phe Leu Val Arg Ser Ser Pro Ser Asp Val Ala Arg Ala Glu Gin Phe 
65 70 75 80 

Thr Phe lie Cys Thr Lys Thr Gin Glu Glu Ala Gly Pro Thr Asn Asn 

85 90 95 

Trp Arg Asp Pro Gin Glu Met Arg Ala Glu Leu His Ala Leu Phe Arg 

100 105 110 

Gly Cys Met Arg Gly Arg Thr Leu Tyr lie Val Pro Phe Cys Met Gly 

115 120 125 

Pro Leu Asn Ser Pro Phe Ser Leu lie Gly Val Glu lie Thr Asp Ser 

130 135 140 

Pro Tyr Val Val Cys Ser Met Lys lie Met Thr Arg Met Gly Ala Ser 
145 150 155 160 

Val Leu Ala Met Leu Gly Ser Asn Gly Thr Phe Tyr Lys Cys Leu His 

165 170 175 

Ser Val Gly Lys Pro Leu Ala Pro Gly Glu Lys Asp Val Ala Trp Pro 

180 185 190 

Cys Asp Pro Glu His Met Arg lie Val His Phe Gin Asp Asp Ser Ser 

195 200 205 

Val Met Ser Phe Gly Ser Gly Tyr Gly Gly Asn Ala Leu Leu Gly Lys 

210 215 220 

Lys Cys Xaa Thr Leu Arg Leu Ala Ser Tyr Leu Gly His Gin Gin Gly 
225 230 235 240 

Trp Leu Ala Glu His Met Leu lie lie Gly Val Thr Asn Pro Glu Gly 

245 250 255 

Arg Lys Lys Tyr Phe Ala Ala Ala Phe Pro Ser Ala Cys Gly Lys Thr 

- 260 265 270 

Asn Leu Ala Met Leu Met Pro Lys Leu Pro Gly Trp Lys Val Glu Cys 

275 280 285 

lie Gly Asp Asp lie Ala Trp lie Arg Pro Gly Asn Asp Gly Arg Leu 

290 295 300 

Tyr Ala Val Asn Pro Glu Phe Gly Phe Phe Gly Val Ala Leu Gly Thr 
305 310 315 320 

Ser Glu Thr Thr Asn Pro His Ala Leu Ala Thr Cys His Ala Asp Ser 

325 330 335 

Leu Phe Thr Asn Val Ala Leu Thr Ala Asp Gly Asp Val Trp Trp Glu 
340 345 350 
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Gly Lys Thr Thr Thr 
355 

Ala Trp Val Ser Gly 
370 

Thr Ala Pro Leu Asp 
385 

Pro Gin Gly Val Pro 
405 

Glu Thr lie Pro Leu 
420 

Met Met Gly Ala Gly 
435 

Glu Leu Gly Lys Leu 
450 

Gly Tyr Asn Met Ala 
465 

Lys Gly Leu Gin Leu 
485 

Asp Glu His Gly Gin 
500 

Val Leu Glu Trp lie 
515 

His Arg Thr Pro Val 
530 

Ser Gly Leu Asp Leu 
545 

Asp Ala Gin Gly Trp 
565 

Ser lie Phe Gly Ala 
580 

Arg lie Glu Ser Glu 
595 



Pro Pro Gin Gly Met 
360 

Gly Glu Pro Ala Ala 
375 

His Cys Pro Ser Leu 
390 

Leu Glu Ala Val lie 
410 

Val Tyr Glu Ala Leu 
425 

Met Ser Ser Thr Thr 
440 

Arg His Asp Pro Phe 
455 

Ala Tyr Phe Glu His 
470 

Pro Arg lie Phe Gly 
49 0 

Phe lie Trp Pro Gly 
505 

Phe Arg Arg Thr Asp 
520 

Xaa Tyr Leu Pro Thr 
535 

Ser Glu Asp Ala Leu 
550 

Lys Ala Glu Val Ser 
570 

Asp Met Pro Gin Arg 
585 

Leu Lys 



lie 


Asp 


Trp 


Lys 


Gly 


Arg 






365 








His 


Pro 


Asn 


Ala 


Arg 


Phe 




380 










Asp 


Pro 


Gin 


Trp 


Asn 


Asn 


3 95 










400 


Phe 


Gly 


Gly 


Arg 


Arg 


Thr 










415 




Ser 


Trp 


Glu 


His 


Gly 


Val 








430 






Thr 


Ala 


Ala 


He 


Val 


Gly 






445 








Ala 


Met 


Leu 


Pro 


Phe 


Cys 




460 










Trp 


Leu 


Ser 


Phe 


Ala 


Thr 


475 










480 


Val 


Asn 


Trp 


Phe 


Arg 


Lys 










4 9 5 




Phe 


Ser 


Glu 


Asn 


Leu 


Arg 








510 






Gly 


Glu 


Asp 


Ala 


He 


Ala 






525 








Ala 


Glu 


Gly 


Leu 


Asn 


Thr 




540 










Arg 


Ala 


Leu 


Leu 


Thr 


Val 


555 










560 


Asn 


He 


Arg 


Lys 


Tyr 


Cys 










575 




He 


Leu 


Glu 


Glu 


Leu 


Ser 



590 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 01: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE : 

(A) LONGUEUR: 33 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 693 837 694853 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 7 01: 



Val 


Phe 


Asn 


Phe 


Phe 


Ser 


Gly 


Asn 


Val 


Gly 


He 


Asp 


Leu 


Gly 


Thr 


Ala 


1 








5 










10 










15 




Asn 


Thr 


Leu 


Val 


Tyr 


Val 


Arg 


Gly 


Arg 


Gly 


He 


Val 


Leu 


Ser 


Glu 


Pro 








20 










25 










30 






Ser 


Val 


Val 


Ala 


Val 


Asp 


Ala 


Gin 


Thr 


His 


Ala 


Val 


Leu 


Ala 


Val 


Gly 






35 










40 










45 








His 


Lys 


Ala 


Lys 


Ala 


Met 


Leu 


Gly 


Lys 


Thr 


Pro 


Arg 


Lys 


He 


Val 


Ala 




50 










55 










60 










Val 


Arg 


Pro 


Met 


Lys 


Asp 


Gly 


Val 


He 


Ala 


Asp 


Phe 


Glu 


He 


Ala 


Glu 


65 










70 










75 










80 


Gly 


Met 


Leu 


Lys 


Ala 


Leu 


He 


Lys 


Arg 


Val 


Thr 


Pro 


Ala 


Arg 


Ser 


Met 
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85 90 95 





Arg 


Pro 


Lys 


ri- 


Leu 


He 


Ala 


Val 


Pro 


Ser 


Gly 


He 


Thr 


Gly 


Val 








ion 
1UU 










105 










110 




(jIU 


Lys 


Arg 


Ala 


Val 


Glu 


Asp 


Ser 


Ala 


Leu 


His 


Ala 


Gly 


Ala 


Gin 


Glu 






115 










120 










125 










x le 


Leu 


lie 


Glu 


Glu 


Pro 


Met 


Ala 


Ala 


Ala 


He 


Gly 


Val 


Asp 


Leu 




13 0 










135 










140 










Pro 


val 


His 


Glu 


Pro 


Ala 


Ala 


Ser 


Met 


He 


He 


Asp 


He 


Gly Gly Gly 


1 /| r 










150 










155 










160 


Thr 


Thr 


Glu 


He 


Ala 


He 


He 


Ser 


Leu 


Gly Gly 


He 


Val 


Glu 


Ser 


Arg 










165 










170 










175 


Ser 


Leu 


Arg 


lie 


Ala 


Gly 


Asp 


Glu 


Phe 


Asp 


Glu 


Cys 


He 


He 


Asn 


Tyr 








180 










185 










190 








Arg 


Arg 


Thr 


Tyr 


Asn 


Leu 


Met 


He 


Gly 


Pro 


Arg 


Thr 


Ala 


Glu 


Glu 






l y b 










200 










205 








He 


Lys 


lie 


Thr 


lie 


Gly 


Ser 


Ala 


Tyr 


Pro 


Leu 


Gly 


Asp 


Gin 


Glu 


Leu 




210 










215 










220 










Glu 


Met 


Glu 


Val 


Arg 


Gly 


Arg 


Asp 


Gin 


Val 


Ala 


Gly 


Leu 


Pro 


He 


Thr 


225 










23 0 










235 










240 


Lys 


Arg 


Tim 

lie 


Asn 


Ser 


val 


Glu 


Tin 

lie 


Arg 


Glu 


Cys 


Leu 


Ala 


Glu 


Pro 


He 










245 • 










250 










255 




Gin 


Gin 


He 


He 


Glu 


Cys 


Val 


Arg 


Leu 


Thr 


Leu 


Glu 


Lys 


Cys 


Pro 


Pro 








260 










265 










270 






Glu 


Leu 


Ser 


Ala 


Asp 


Leu 


Val 


Glu 


Arg 


Gly 


Met 


Val 


Leu 


Ala 


Gly 


Gly 






275 










280 










285 








Gly Ala 


Leu 


He 


Lys 


Gly 


Leu 


Asp 


Lys 


Ala 


Leu 


Ser 


Lys 


Asn 


Thr 


Gly 




290 










295 










300 










Leu 


Ser 


Val 


He 


Thr 


Ala 


Pro 


His 


Pro 


Leu 


Leu 


Ala 


Val 


Cys 


Leu 


Gly 


305 










310 










315 










320 


Thr 


Gly 


Lys 


Ala 


Leu 


Glu 


His 


Leu 


Asp 


Gin 


Leu 


Lys 


Lys 


Arg 


Lys 


Glu 










325 










330 










335 




Ser 


Leu 


Val 





























(2) INFORMATIONS POUR LA SEQ ID NO: 7 02: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 774 acides amines 

(B) TYPE: acide amine 

{ D ) CONFIGURATION : 1 ineaire 

{ i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 6 94942 6 972 63 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 7 02: 



Tyr Ser Tyr Pro Gly Ser 
1 5 
Ala Ser He Pro Lys Phe 
20 

Asn Val Phe Ser Thr Leu 
35 

Asp He Ser Tyr Leu Asp 
50 

Tyr Asp Gly Gin Lys Val 
65 70 



Ser Val Trp Phe Leu 
10 

He Ala Glu Leu Ser 
25 

Pro Tyr Thr Glu Glu 
40 

Gly Glu Leu Glu Ala 
55 

Pro Ala Thr Ser Phe 
75 



Leu Arg Glu Arg Phe 
15 

Asn Val Glu Ala Leu 
30 

Leu Gin Gly Val Cys 
45 

Arg Leu Phe Phe Leu 
60 

Ser Leu Gin Tyr Gin 
80 
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Glu Val Arg Thr 

Val Glu Glu Arg 
100 

Asp Glu Arg Asp 
115 

Glu Phe Met Thr 
130 

Asn Cys Pro Glu 
145 

Phe Asp Leu lie 

Glu Leu Lys Val 
180 

Trp Asp Cys Val 
195 

Gly Gly Gin Leu 
210 

Leu Pro Cys lie 
225 

Gin lie Phe Asn 

Gin Cys Pro Leu 
260 

Asp Leu Pro Val 
275 

Lys Gin lie Arg 
290 

Gin lie Gin Ala 
305 

Leu Glu Arg Leu 

Met Gly Leu Gly 
340 

Arg Leu Glu Lys 
355 

Leu Val Tyr Asn 
370 

Lys Thr Leu Val 
385 

Ala Ser Leu Glu 

Gin Lys Asp lie 
420 

Leu Asp Glu Ala 
435 

Ser Val Lys Met 
450 

Pro lie Glu Asn 
465 

Met Pro Gly Leu 

Arg lie Gly Asn 
500 

Arg Arg Lys Val 
515 

Leu Glu Asp Leu 
530 

Thr Glu Ser Gin 



Phe Val Arg Pro 
85 

Lys lie Leu Glu 

Gly Ala Phe His 
120 

Glu Thr lie Pro 
135 

Thr Leu Ser Asp 
150 

Phe Arg Ala Gly 
165 

His Gly Leu Leu 

Ser Ala Lys Lys 
200 

Lys Lys Ala Arg 
215 

Leu Val Leu Asp 
230 

Glu He Gly Phe 
245 

Trp Ser Leu Ser 

Asn Phe Ser Met 
280 

Gly Glu Val Asp 
295 

Thr Leu Arg Gly 
310 

Arg Lys Met His 
325 

Lys Thr Leu Gin 

Gly Gly Gly Cys 
360 

Trp Lys Glu Glu 
375 

Val Asp Gly He 
390 

Glu Tyr Asp Val 
405 

Asp He Tyr Lys 

His His He Lys 
440 

He Arg Ala Cys 
455 

Ser Leu Glu Glu 
470 

Leu Ser Ser Tyr 
485 

Tyr Met Gly Asn 

Ala Pro Phe He 
520 

Pro Pro Val Ser 
535 

Arg Glu Leu Tyr 



Asp Gly He Leu 
90 

Glu Val Phe Ser 
105 

Val Lys Ser Glu 

Asn Asn Gin His 
140 

Gin Phe He Tyr 
155 

Glu Asp He Asn 
170 

Lys Gly He Ser 
185 

Arg Phe Leu Glu 

Arg Gly Lys Ala 
220 

Leu Glu Lys He 
235 

Gin Val Leu Asp 
250 

Gly He Ser Pro 
265 

Thr Glu Asp Leu 

Phe Glu Phe Gin 
300 

Tyr Gin Lys Glu 
315 

Leu Asn Gly He 
330 

Thr He He Ala 
345 

Ser Leu He He 

Phe Arg Lys Phe 
380 

Pro Ser Gin Arg 
395 

Ala He Thr Ser 
410 

Asp Phe Leu Phe 
425 

Asn Arg Thr Thr 

His Arg Leu He 
460 

Leu Trp Ser Leu 
.475 

Asp Arg Phe Val 
490 

Lys Ala Asp Asn 
505 

Leu Arg Arg Met 

Glu He Leu Tyr 
540 

Gin Ser Tyr Ala 



Ala Arg Asn Leu 
95 

Gly Phe Val Tyr 
110 

Lys Lys He Val 
125 

Arg He Thr Phe 

Asp Glu Thr Val 
160 

Tyr Tyr Glu Ala 
175 

Leu Asp Leu Leu 
190 

Leu Pro Lys Lys 
205 

Ser Ala Ser Lys 

Ala Pro Val He 
240 

Asp Phe Val Asp 
255 

Glu Ser Phe Lys 
270 

Ala Glu He Gin 
285 

Glu Val Pro Ser 

Gly Val His Trp 
320 

Leu Ala Asp Asp 
335 

Val Thr Gin Ser 
350 

Cys Pro Thr Ser 
365 

Asn Pro Glu Phe 

Arg Lys Gin Leu 
400 

Tyr Asn Leu Leu 
415 

Asp Tyr Val Val 
430 

Arg Asn Ala Lys 
445 

Leu Thr Gly Thr 

Phe Asp Phe Leu 
480 

Gly Lys Tyr He 
495 

Val Glu Ala Leu 
510 

Lys Glu Asp Val 
525 

His Cys His Leu 
Ala Ser Ala Arg 
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Gin 


Glu 


Leu 


Ser 


Arg 


Leu 


Val 


Lys 


Gin 


Glu 


Glv 


Phe 


Glu 


Arg 


He 












565 










570 










575 




He 


His 


Val 


Leu 


Ala 


Thr 


Leu 


Thr 


Arg 


Leu 


Lys 


Gin 


He 


Cys 


Cvs 


His 








580 










585 










590 






Pro 


Ala 


He 


Phe 


Ala 


Lys 


Asp 


Thr 


Pro 


Glu 


Pro 


Glv 


Asp 


Ser 


Ala 


Lys 






595 










600 










605 






Tyr 


Asp 


Met 


Leu 


Met 


Asp 


Leu 


Leu 


Ser 


Ser 


Leu 


Val 


Asp 


Ser 


Glv 


His 




610 










615 










620 








Lys 


Thr 


Val 


Val 


Phe 


Ser 


Gin 


Tyr 


Thr 


Lys 


Met 


Leu 


Glv 


He 


He 


Arg 


625 










630 










635 










640 


Gin 


Asp 


Leu 


Glu 


Ala 


Lys 


Gly 


He 


Pro 


Phe 


Val 


TVr 


Leu 


Asp 


Glv 


Ser 










645 










650 










655 




Thr 


Lys 


Asn 


Arg 


Leu 


Glu 


lie 


Val 


Gin 


Gin 


Phe 


Asn 


Glu 


Asp 


Pro 


Glv 








660 










665 










670 




Leu 


Leu 


Val 


Phe 


Leu 


Val 


Ser 


Leu 


Lys 


Ala 


Gly 


Gly 


Thr 


Glv 


Leu 


Asn 






675 










680 










685 








Leu 


Val 


Glv 


Ala 


Asp 


Thr 


Val 


He 


His 




Asp 


Met 


J. J7p 


lrp 


/^sn 


IT X. KJ 




690 










695 










700 










Ala 


Val 


Glu 


Asn 


Gin 


Ala 


Thr 


Asp 


Arg 


Val 


His 


Arg 


He 


Gly 


Gin 


Ser 


705 










710 










715 










720 


Arg 


Ser 


Val 


Ser 


Ser 


Tyr 


Lys 


Leu 


Val 


Thr 


Leu 


Asn 


Thr 


He 


Glu 


Glu 










725 










730 










735 




Lys 


He 


Leu 


Ser 


Leu 


Gin 


Asn 


Arg 


Lys 


Lys 


Gly 


Leu 


Val 


Lys 


Lys 


Val 








740 










745 










750 






He 


Asn 


Ser 


Asp 


Asp 


Glu 


Val 


Val 


Ser 


Lys 


Leu 


Thr 


Trp 


Glu 


Glu 


Val 






755 










760 










765 








Leu 


Glu 


Leu 


Leu 


Gin 


He 























770 



(2) INFORMATIONS POUR LA SEQ ID NO: 7 03: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 05 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 697 17 0 .. 6 98 084 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 703: 



Gly 


He 


Thr 


Arg 


Asp 


Phe 


Cys 


Arg 


Cys 


Ser 


Asp 


Ser 


Arg 


Gly 


Gly 


Thr 


1 








5 










10 










15 




Lys 


Arg 


Ser 


Gly 
20 


Thr 


Pro 


Lys 


Arg 


Asn 
25 


Leu 


Arg 


Glu 


Tyr 


Asn 
30 


His 


Ala 


Ala 


Asn 


Val 
35 


Leu 


Ser 


Glu 


Asn 


Pro 
.40 


Phe 


Phe 


Leu 


Pro 


Leu 
45 


Glu 


Tyr 


Ser 


Glu 


Lys 
50 


Asp 


Ser 


Ala 


Gly 


Leu 
55 


Ala 


Val 


Leu 


Phe 


Val 
60 


Pro 


Gin 


Lys 


Asn 


Glu 


Gly 


Glu 


Val 


Phe 


Ser 


Pro 


Asn 


Gin 


Pro 


He 


Glu 


Phe 


Gin 


Leu 


Val 


65 










70 










75 










80 


Leu 


Arg 


Leu 


Pro 


Gly 


Arg 


Ser 


Lys 


Pro 


Phe 


Tyr 


He 


Ser 


Asn 


He 


Lys 










85 










90 










95 


Thr 


Phe 


Leu 


Glu 
100 


Gly 


Val 


Leu 


Tyr 


Gin 
105 


Glu 


Pro 


He 


Val 


Phe 
110 


Ser 


Gly 
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Arg Arg Phe Phe 
115 

Leu lie Asp Leu 
130 

Glu Glu Lys Leu 
145 

Met lie Leu Ser 

Ser Gin Leu Gly 
180 

Leu Glu Glu Pro 
195 

His Leu Asp Tyr 
210 

Leu lie Val Val 
225 

Leu Glu Ser Asn 

Phe Leu Pro Gin 
260 

Arg Asp lie Ala 
275 

Ala Leu Pro Val 
290 

Leu 
305 



Phe Thr Leu Gin 
120 

Leu lie Arg Tyr 
135 

Leu Lys Ser Ala 
150 

Lys Met Phe Glu 
165 

Glu Arg Glu Cys 

Leu Leu Trp Ser 
200 

Phe Asp Thr Pro 
215 

Asp Glu Glu Glu 
230 

Tyr Pro Gly lie 
245 

lie Lys Arg Ala 

lie Pro Glu Ala 
280 

Phe Arg Asn Leu 
295 



Ser Phe Ser Ala 

Ala Arg Tyr Ala 
140 

Phe Leu Thr Pro 
155 

His Gin Met Ala 
170 

Phe Gin Gly lie 
185 

Val Ser Pro Ala 

Tyr Lys Ala Leu 
220 

Leu Gin Pro Glu 
235 

lie His Lys Asn 
250 

His Leu Arg Thr 
265 

Leu Phe Gly Ser 

Leu Arg Asn Cys 
300 



Ser Asp Arg Lys 
125 

Thr Gly Ser Ser 

Ala Ser Leu Gly 
160 

Glu Ser Gly Gly 
175 

Phe Cys Gly Asn 
190 

Lys Met Lys Phe 
205 

Leu Met Lys Pro 

Gin Ala Val Leu 
240 

Val Tyr His His 
255 

Phe Ala Gly Leu 
270 

Phe Cys Glu Asn 
285 

Pro Met Ser Arg 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 04: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 138 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement < 697 97 9 6 983 92 ) 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 704: 



His 


Thr 


Xaa 


Arg 


Leu 


Glu 


Lys 


Ser 


Tyr 


Phe 


Ala 


Gin 


Gly 


Ala 


Val 


Val 


1 








5 










10 










15 




Ser 


Ala 


Lys 


He 


Leu 


Ser 


Met 


Asn 


Gly 


Glu 


Thr 


Val 


Cys 


He 


Ser 


Ala 








20 










25 










30 






Gin 


He 


Arg 


Gly 


Ser 


Tyr 


Asp 


Asn 


Val 


Tyr 


Glu 


Cys 


Glu 


He 


Glu 


Val 






35 










40 










45 








Asp 


Arg 


Ala 


Glu 


Ser 


Asp 


Thr 


Val 


Asp 


Ser 


Asn 


Cys 


Asp 


Cys 


Ser 


Tyr 




50 










55 










60 










Asn 


Tyr 


Asp 


Cys 


Gin 


His 


Val 


Val 


Ala 


Leu 


Leu 


Phe 


Tyr 


Leu 


Glu 


Gin 


65 










70 










75 










80 


Tyr 


Phe 


Asn 


Glu 


Met 


Val 


Val 


Thr 


Tyr 


Ser 


Lys 


Glu 


Ala 


Asp 


Leu 


Ser 










85 










90 










95 




Ser 


Asn 


Glu 


Glu 


Val 


Ser 


Lys 


Glu 


Leu 


Gin 


Glu 


Thr 


Phe 


Val 


Val 


Ala 








100 










105 










110 






Ala 


He 


Arg 


Glu 


Glu 


Glu 


Arg 


Arg 


Asp 


Arg 


Glu 


His 


Gin 


Lys 


Glu 


He 






115 










120 










125 








Phe 


Gly 


Asn 


Thr 


He 


Met 


Leu 


Leu 


Met 


Phe 















1427 



130 135 



(2) INFORMATIONS POUR LA SEQ ID NO: 705: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 432 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 698822 7 001 17 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 7 05: 

Phe Ser lie Asn lie Glu Glu Asn Ala Gly Cys Val Val Ser Ala Lys 

1 5 10 15 

Val Gin Ala Asn Pro Leu Val Thr Gin Lys Cys His Lys Glu Ala Leu 

20 25 30 

Lys Thr Val Lys Lys Asn Val Val Leu Pro Gly Phe Arg Lys Gly Lys 

35 40 45 

Ala Pro Asp Asn lie Val Glu Ser Arg Tyr Ser Thr Gin Val Glu Gin 

50 55 60 

Glu Leu Arg Arg Leu Phe Leu Arg Ala Ser Phe Glu Ala Leu Ser Gin 
65 70 75 80 

Met Cys Asp Arg Lys Pro Leu Ser Pro Lys Ala Val Arg Ser Ser Ala 

85 90 95 

lie Asp Thr Cys Asn Pro Val Asn Gly Gly Ser Val Ser Phe Leu Tyr 

100 105 HO 

Glu Ala Phe Pro Val lie Pro Ser Leu Pro Trp Glu Gin Leu Ser Leu 

115 120 125 

Pro Asp Pro Glu Pro Val Lys Glu lie Ser Glu Glu Asp Leu Glu Asn 

130 135 140 

Gly Leu Lys Asn Val Ala Tyr Phe Phe Ala Thr Lys Thr Pro Val Thr 
145 150 155 160 

Arg Pro Ser Gin Glu Gly Asp Phe lie Ser Leu Ser Leu Tyr Val Ser 

165 170 175 

Lys Arg Gly Asp Glu Asn Ser Thr Pro Val Ala lie Phe Glu Asn Lys 

180 185 190 

Tyr Phe Lys lie Ser Glu Glu Asp Met Thr Asp Ser Phe Lys Ala Arg 

195 200 205 

Phe Leu Asn Val Ser Thr Gly His Arg Val Glu Glu Glu lie Gly Ser 

210 215 220 

Glu Asp lie Gin Ser Phe Leu Asn Gly Asp Leu Leu Thr Phe Thr Val 
225 230 235 240 

Asn Ala Val lie Glu lie Ser Ser Pro Glu Met Asp Asp Glu Lys Ala 

245 250 255 

Arg Glu Leu Gin Ala Glu Ser Leu Glu Asp Leu Lys Lys Lys Leu Arg 

260 265 270 

He Gin Leu Glu Asn Gin Ala Lys Glu Ala Gin His Gin Lys Arg Phe 

275 280 285 

Ser Asp Ala Glu Asp Ala Leu Ala Gin Leu He Asp Phe Asp Leu Pro 

290 295 300 

Glu Ser Leu Leu Arg Glu Arg Glu Glu Leu Leu Ser Arg Glu Lys Leu 
305 310 315 320 

Leu Asn Ala Arg Leu Val Lys Tyr Cys Ser Asp Ser Glu Leu Glu Glu 
325 330 335 
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Gin 


Lys 


Gin 


A±a 
340 


Leu 


Leu 


Glu 


Glu 


7\ "I — , 

Ala 
345 


Lys 


Ala 


Asp 


Ala 


Arg 
350 


Lys 


Ala 


Val 


Lys 


Leu 
355 


Leu 


Phe 


Leu 


Thr 


Gin 
360 


Lys 


Val 


Phe 


Ser 


Glu 
365 


Lys 


Gly 


Leu 


Ser 


He 
370 


Ser 


Arg 


Glu 


Glu 


Leu 
375 


Gin 


Tyr 


Met 


Met 


Asp 
380 


Val 


Cys 


Ser 


Arg 


Glu 


Arg 


Phe 


Gly 


Gly 


Tyr 


Pro 


Pro 


Lys 


Asp 


He 


Ser 


Asn 


Glu 


Met 


He 


385 










390 










395 










400 


Gin 


Glu 


Leu 


Val 


Leu 
405 


Val 


Ala 


Arg 


Asp 


Arg 
410 


Leu 


Thr 


Tyr 


Arg 


Lys 
415 


Ala 


He 


Glu 


Ala 


He 
420 


Ser 


Ser 


Glu 


Lys 


Lys 
425 


Asp 


Leu 


Glu 


Val 


Val 
430 


Pro 


Ser 



(2) INFORMATIONS POUR LA SEQ ID NO: 706: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 203 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 700287 700895 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 7 06: 

Met Thr Leu Val Pro Tyr Val Val Glu Asp Thr Gly Arg Gly Glu Arg 

1 5 10 . 15 

Ala Met Asp He Tyr Ser Arg Leu Leu Lys Asp Arg He Val Met He 

20 25 30 

Gly Gin Glu He Thr Glu Pro Leu Ala Asn Thr Val He Ala Gin Leu 

35 ■ 40 45 

Leu Phe Leu Met Ser Glu Asp Pro Thr Lys Asp He Gin He Phe He 

50 55 60 

Asn Ser Pro Gly Gly Tyr He Thr Ala Gly Leu Ala He Tyr Asp Thr 
65 70 75 80 

He Arg Phe Leu Gly Cys Asp Val Asn Thr Tyr Cys He Gly Gin Ala 

85 90 95 

Ala Ser Met Gly Ala Leu Leu Leu Ser Ala Gly Thr Lys Gly Lys Arg 

100 105 110 

Tyr Ala Leu Pro His Ser Arg Met Met He His Gin Pro Ser Gly Gly 

115 _ 120 125 

He He Gly Thr Ser Ala Asp He Gin Leu Gin Ala Ala Glu He Leu 

130 135 140 

Thr Leu Lys Lys His Leu Ser Asn He Leu Ala Glu Cys Thr Gly Gin 
145 150 155 160 

Ser Val Glu Lys He He Glu Asp Ser Glu Arg Asp Phe Phe Met Gly 

165 . 170 175 

Ala Glu Glu Ala He Ala Tyr Gly Leu He Asp Lys Val He Ser Ser 

180 185 190 

Ala Lys Glu Thr Lys Asp Lys Ser He Ala Ser 
195 200 



(2) INFORMATIONS POUR LA SEQ ID NO: 707: 
(i) CARACTERI STIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 418 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 7 009 12 7 02 1 65 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 707: 

Gin Lys Lys Asn Leu Ala Val Cys Ser Phe Cys Gly Arg Ser Glu Lys 

15 10 15 

Asp Val Glu Lys Leu lie Ala Gly Pro Ser Val Tyr lie Cys Asp Tyr 

20 25 30 

Cys lie Lys Leu Cys Ser Gly lie Leu Asp Lys Thr Pro Ala Pro Ala 

35 40 45 

Thr Gin Glu lie Ala Thr Ser Ser Thr Ser Ser Pro Thr Ser Leu Arg 

50 55 60 

Val Leu Thr Pro Lys Glu lie Lys Arg His lie Asp Ser Tyr Val lie 
65 70 75 80 

Gly Gin Glu Arg Ala Lys Lys Thr lie Ser Val Ala Val Tyr Asn His 

85 90 95 

Tyr Lys Arg lie Arg Ala Leu Met Gin Asp Lys Gin Val Ser Tyr Gly 

100 105 110 

Lys Ser Asn Val Leu Leu Leu Gly Pro Thr Gly Xaa Gly Lys Thr Leu 

115 120 125 

lie Ala Lys Thr Leu Ala Lys lie Leu Asp Val Pro Phe Thr lie Ala 

130 135 140 

Asp Ala Thr Thr Leu Thr Glu Ala Gly Tyr Val Gly Glu Asp Val Glu 
145 150 155 160 

Asn lie Val Leu Arg Leu Leu Gin Ala Ala Asp Tyr Asp Val Ala Arg 

165 170 175 

Ala Glu Arg Gly lie lie Tyr lie Asp Glu lie Asp Lys lie Gly Arg 

180 185 190 

Thr Thr Ala Asn Val Ser lie Thr Arg Asp Val Ser Gly Glu Gly Val 

195 200 205 

Gin Gin Ala Leu Leu Lys lie lie Glu Gly Thr Val Ala Asn lie Pro 

210 215 220 

Pro Lys Gly Gly Arg Lys His Pro Asn Gin Glu Tyr lie Arg Val Asn 
225 230 235 240 

Thr Glu Asn lie Leu Phe lie Val Gly Gly Ala Phe Val Asn Leu Asp 

245 250 255 

Lys lie lie Ala Lys Arg Leu Gly Arg Thr Thr lie Gly Phe Ser Glu 

260 265 270 

Glu Thr Asp Leu Ala Val Thr Asn Arg Asp His Leu Leu Ala Lys Val 

275 280 285 

Glu Thr Glu Asp Leu lie Thr Phe Gly Met He Pro Glu Phe He Gly 

290 295 300 

Arg Phe Asn Cys He Val Asn Cys Glu Glu Leu Thr Leu Asp Glu Leu 
305 310 315 320 

Val Glu He Leu Thr Glu Pro Ala Asn Ala He Xaa Lys Gin Tyr Arg 

325 330 335 

Glu Leu Phe Glu Glu Glu Asn Val Lys Leu He Phe Glu Lys Glu Ala 

340 345 350 

Leu Tyr Ala He Ala Gin Lys Ala Lys Gin Ala Lys Thr Gly Ala Arg 

355 360 365 

Ala Leu Gly Met He Leu Glu Asn Leu Leu Arg Asp Leu Met Phe Glu 
370 375 380 
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lie Pro Ser Asp Pro Thr Val Glu Ala lie Arg lie Glu Glu Asp Thr 
385 390 395 400 

lie Thr Gin Asn Lys Pro Pro Val He He Gin Lys Ser Pro Glu Ala 
405 410 415 

He Ala 



(2) INFORMATIONS POUR LA SEQ ID NO: 7 08: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 410 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION :. lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 7 02 1 83 7 03 4 12 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 708: 



wet 


inr 


pin 

J. n 




inr 


Leu 




V d _L 


n id. 


Lys 


Lys 


Tip 


val 


Arg 


Lys 


Leu 


1 

JL 








c: 










1 0 














Arg" 


Asn 


Ala 
Ala 


pit/ 


ryr 




nla 


iyr 




Val 




C 1 w 

\j j._y 


ocl 


Vdl 


Arg 


Asp 


















25 










3 0 






Mo t- 


Leu 


L6U 


Ply 




Pro 


Tip 
lie 


Glu 


Glu 


v d JL 




Tip 
lie 


AT A 


X 11JL 


Asn 


r\ A. CX 






35 










40 










45 








Ser 


Pro 


Thr 


He 


Val 


Thr 


Thr 


He 


Phe 


Pro 


Asp 


Thr 


Leu 


Ser 


He 


Gly 




50 










55 










60 










Ala 


Ala 


Phe 


Gly 


He 


He 


Ala 


Val 


Lys 


Glu 


Asn 


Gly 


Gin 


Leu 


Phe 


Glu 


65 










70 










75 










80 


Val 


Ala 


Thr 


Phe 


Arg 


Ser 


Asp 


Glu 


Asp 


Tyr 


Glu 


Asp 


Gly 


Arg 


His 


Pro 










85 










90 










95 




Asn 


Arg 


Val 


Val 


Phe 


Ala 


Ser 


Met 


Lys 


Asp 


Asp 


Ala 


He 


Arg 


Arg 


Asp 








100 










105 










110 






Phe 


Thr 


He 


Asn 


Gly 


Met 


Tyr 


Tyr 


Asp 


Pro 


Phe 


Leu 


Glu 


Lys 


Leu 


Phe 






115 










12 0 










125 








Asp 


Leu 


Val 


Glu 


Gly 


Arg 


Ala 


Asp 


Leu 


Glu 


Arg 


Xaa 


He 


He 


Arg 


Ala 




130 










135 










140 










He 


Gly 


Asn 


Pro 


Lys 


Gin 


Arg 


Phe 


Leu 


Glu 


Asp 


Lys 


Leu 


Arg 


He 


Leu 


145 










150 










155 










160 


Arg 


Ala 


He 


Arg 


Phe 


Ala 


Ala 


Thr 


Leu 


Gly 


Phe 


Ala 


Leu 


Asp 


Pro 


Gin 










165 










170 










175 




Thr 


Glu 


Gin 


Ala 


He 


He 


Lys 


Glu 


Leu 


Pro 


Ser 


Leu 


Pro 


Asn 


Ser 


Val 








180 










185 










190 






Ala 


Pro 


Glu 


Arg 


He 


Trp 


Gin 


Glu 


Leu 


Lys 


Lys 


Met 


Leu 


Arg 


Thr 


Ala 






195 










200 










205 








Pro 


Tyr 


Glu 


Ser 


Leu 


Gin 


Leu 


Leu 


Thr 


Lys 


Leu 


Lys 


Val 


Leu 


Pro 


He 




210 










215 










220 










Leu 


Phe 


Pro 


Glu 


Leu 


Lys 


Val 


Ser 


Ser 


Ser 


Gly 


Phe 


Leu 


Arg 


Ser 


Ala 


225 










230 










235 










240 


He 


Ala 


Phe 


Ala 


Gin 


Lys 


He 


His 


Asp 


Ser 


Gin 


He 


Pro 


Glu 


He 


Ala 










245 










250 










255 




Leu 


Leu 


Leu 


Pro 


Leu 


Phe 


Arg 


Glu 


Val 


Asp 


Lys 


Glu 


Lys 


Ala 


Leu 


Glu 








260 










265 










270 






Ala 


Phe 


Ser 


Arg 


Leu 


Arg 


Val 


Ser 


Asn 


Lys 


Glu 


Leu 


Lys 


Leu 


Leu 


Glu 






275 










280 










285 








Asp 


Trp 


Tyr 


Ala 


Ala 


Leu 


Pro 


Gin 


Phe 


Leu 


Ser 


Lys 


Gin 


Asn 


Asp 


Lys 
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290 










295 










inn 










Phe 


Phe 


Trr> 


Ala 


His 


Phe 


Phe 




Q o v 




Thr 


Ser 


Ser 


Leu 


Leu 


Leu 


305 










310 






















Ser 


Leu 


Phe 


Leu 


Ser 


Met 


Gin 


Arg 


Ser 


IT A, KJ 






^xn 


pi., 
bill 


Leu 


Pne 










325 










33 0 










^ 7 tr 
j j j 




lie 


Ala 


Arg 


He 


His 


Asp 


Leu 


Lys 


Thr 


Arg 


Leu 


Ala 


Ala 


Phe 


He 


Glu 








340 










345 










350 






Arg 


He 


Gin 


Ser 


Gly 


Ala 


Pro 


Leu 


Val 


Ser 


Ala 


Gin 


Asp 


Leu 


He 


Ala 






355 










360 










365 








Lys 


Gly 


He 


Thr 


Pro 


Gly 


Arg 


Leu 


Leu 


Gly 


Glu 


Leu 


Leu 


Arg 


Glu 


Ala 




370 










375 










380 








Glu 


Ala 


Leu 


Ser 


He 


Glu 


His 


Glu 


Cys 


Ser 


Asp 


Lys 


Glu 


Lys 


He 


Leu 


385 










390 










395 








400 


Ser 


Leu 


Leu 


Lys 


Ser 


Lys 


Gly 


Phe 


Trp 


Lys 















405 410 



(2) INFORMATIONS POUR LA SEQ ID NO: 709: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 493 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 703 522 7 05000 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 709: 



Ser 


Leu 


Phe 


Met 


Arg 


He 


Ala 


He 


Leu 


Gly 


Arg 


Pro 


Asn 


Val 


Gly 


Lys 


1 








5 










10 










15 


Ser 


Ser 


Leu 


Phe 
20 


Asn 


Arg 


Leu 


Cys 


Arg 
25 


Arg 


Ser 


Leu 


Ala 


He 
3 0 


Val 


Asn 


Ser 


Gin 


Glu 


Gly 


Thr 


Thr 


Arg 


Asp 


Arg 


Leu 


Tyr 


Gly 


Glu 


He 


Arg 


Ala 






35 










40 










45 






Trp 


Asp 
50 


Ser 


He 


He 


His 


Val 
55 


He 


Asp 


Thr 


Gly 


Gly 
60 


Val 


Asp 


Gin 


Glu 


Ser 


Thr 


Asp 


Arg 


Phe 


Gin 


Lys 


Gin 


He 


His 


Gin 


Gin 


Ala 


Leu 


Ala 


Ala 


65 










70 










75 










80 


Ala 


GlU 


Glu 


Ala 


Ser 


Val 


Leu 


Leu 


Leu 


Val 


Val 


Asp 


He 


Arg 


Cys 


Gly 










85 










90 










95 


He 


Thr 


Lys 


Gin 


Asp 


Glu 


Glu 


Leu 


Ala 


Lys 


Arg 


Leu 


Leu 


Pro 


Leu 


Lys 








100 










105 










110 




Lys 


Pro 


Leu 
115 


He 


Leu 


Val 


Met 


Asn 
120 


Lys 


Ala 


Asp 


Ser 


Gin 
125 


Gin 


Asp 


Leu 


Gin 


Arg 
130 


He 


His 


Glu 


Phe 


Tyr 
135 


Gly 


Leu 


Gly 


He 


Ser 
140 


Asp 


Met 


He 


Ala 


Thr 


Ser 


Ala 


Ser 


His 


Asp 


Lys 


His 


He 


Asp 


Leu 


Leu 


Leu 


GlU 


Arg 


He 


145 










150 










155 








160 


Arg 


Gin 


He 


Ala 


Gin 
165 


He 


Pro 


Val 


Pro 


Ser 
170 


Val 


Glu 


Glu 


Gin 


Asp 
175 


Val 


Val 


Gin 


Glu 


Asp 
180 


GlU 


Leu 


Pro 


Ser 


Glu 
185 


Glu 


Ala 


Ala 


He 


Ser 
190 


Leu 


His 


Ala 


Phe 


Ala 
195 


Asp 


Glu 


Thr 


Leu 


Phe 
200 


Glu 


Asn 


GlU 


Ser 


Leu 
205 


Ser 


Gin 


Glu 


Glu 


Ala 
210 


Ser 


Phe 


Leu 


Glu 


Glu 
215 


Leu 


Val 


Ala 


Gin 


Thr 
220 


Ala 


Thr 


Pro 


Ala 
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Pro 


Val 


Asp 


Arg 


Pro 


Leu 


Lvs 


Val 


Ala 


Leu 


He 


Glv 


His 


Pro 


Asn 


vai 


225 










230 










235 










24 0 


Gly 


Lvs 


Ser 


Ser 


He 


He 


Asn 


Ala 


Leu 


Leu 


Lys 


Glu 


Glu 


Arg 


Cys 


Tip 
lie 
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Thr 


Asp 


Asn 


Ser 
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Glv 


Thr 


Thr 
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Asp 


Asn 


He 


Asp 


Val 
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r\ -L ex. 


j/yr 
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Tvr 
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He 
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Thr 
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rz~\ \r 


Leu 
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Ser 


He 


Lys 
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Ser 
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Glu 
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3 00 










Thr 


Glu 


Lys 


Ala 


He 


Ser 
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Thr 


Asp 


He 
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Leu 


Leu 
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Asp 
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315 










3 2 0 
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Thr 


Gin 


Gin 


Leu 
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Tvr 


Gin 


Asp 


Lys 


Arg 


He 


Leu 


Ocl 
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lie 
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33 0 










J J J 
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Tvr 


Lys 


Lys 
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Val 


He 


Leu 


Val 
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Lys 


J. x p 


A 
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Met 
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Glv 
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Tvr 


Val 


Gin 


Asp 
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Arg 
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i-iy 
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Asp 


Pro 


Tvr 


He 


Glv 


Gin 


Ala 
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Leu 




He 




Ala 


Lys 
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370 
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Arg 


Arg 
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Leu 
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Gin 


He 


Phe 


Ser 
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He 
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385 
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395 










4 0 0 
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Ala 


Thr 


Thr 


Lys 


Leu 
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Thr 


Ser 


Leu 
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Asn 


Lys 


Val 


Leu 


Ala 
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Gin 
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Gin 


Val 


He 
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Lys 
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Leu 
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He 
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Tyr 
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He 
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Lys 
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Lys 
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Lys 
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Ala 
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485 490 



(2) INFORMATIONS POUR LA SEQ ID NO: 710: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 198 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui - 



(viii) POSITION DANS LE GENOME: 705011 705604 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 710: 

Lys Asn Lys Asn Leu Leu Leu Glu He He Lys Thr Lys He Ser Tyr 

15 10 15 

Phe Leu Glu He Leu He Pro Met His Tyr Glu Pro Tyr Asp Glu Phe 

20 25 30 

Glu Pro Asp Asn Glu Leu Asp His Leu He Cys Glu Ser Asp Lys Thr 

35 40 45 

Lys Pro Leu Asp Ala Tyr His Asp Thr Gly Val Tyr He Glu Glu Asp 

50 55 60 

Asp Arg Glu Asn Gly Asp Leu Leu He Val Leu Gly Lys Ser He Leu 
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65 70 75 80 
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(2) INFORMATIONS POUR LA SEQ ID NO: 711: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 152 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 7 057 04 7 06 1 5 9 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 711: 



Cys 


Arg 


Cys 


Gly 


Thr 


Asp 


Tyr 


He 


Gly 


Asp 


Leu 


Leu 


He 


Glu 


Ala 


Phe 


1 








5 










10 










15 




Asp 


Val 


Lys 


Phe 


Ser 


Ala 


Met 


Leu 


Ala 


Glu 


Phe 


Thr 


Glu 


He 


He 


Gly 








20 










25 










30 




Ser 


Ala 


Ala 


Asn 


Ala 


Gin 


Gly 


He 


Cys 


Asn 


Asp 


He 


Leu 


Arg 


Ser 


Val 






35 










40 










45 








He 


He 


Ser 


His 


He 


Asp 


Glu 


Glu 


Trp 


Lys 


Val 


His 


Leu 


Val 


Asp 


Met 




50 










55 










60 








Asp 


Leu 


Leu 


Arg 


Ser 


Glu 


Val 


Gly 


Leu 


Arg 


Ser 


Val 


Gly 


Gin 


Lys 


Asp 


65 










70 










75 








80 


Pro 


Leu 


He 


Glu 


Phe 


Lys 


Asn 


Glu 


Ser 


Phe 


Leu 


Leu 


Phe 


Glu 


Gly 


Leu 










85 










90 










95 




He 


Arg 


Asp 


He 


Arg 


He 


Ala 


He 


Val 


Lys 


His 


Leu 


Phe 


Ala 


Leu 


Glu 








100 










105 










110 






Leu 


Ser 


Leu 


Thr 


Arg 


Ser 


Asp 


Arg 


Pro 


Asp 


Asn 


Ala 


He 


Pro 


Thr 


Val 






115 










120 










125 








Ala 


Thr 


Ala 


Phe 


His 


Asn 


His 


Asp 


Asn 


Phe 


Arg 


Pro 


Met 


Glu 


Leu 


Thr 




130 










135 










140 










He 


Val 


Gly 


Glu 


Glu 


Glu 


Glu 


Ser 


















145 










150 























(2) INFORMATIONS POUR LA SEQ ID NO: 712: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 12 8 acides amines 
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{ B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (7 06138 7 06521 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 712: 



Phe 


Ala 


lie 


Ser 


Gly 


Pro 


Pro 


Glu 


Gly 


Glu 


Ala 


Met 


Ser 


Asp 


Pro 


Met 


1 








5 










10 










15 




Phe 


Asp 


Arg 


Leu 
20 


He 


Glu 


Thr 


Ala 


Gin 
25 


Lys 


Arg 


Val 


Glu 


Gly 
30 


Arg 


Asn 


Tyr 


Thr 


lie 

35 


Arg 


Lys 


His 


Thr 


Leu 
40 


Glu 


Tyr 


Asp 


Asp 


Val 
45 


Met 


Asn 


Lys 


Gin 


Arg 
50 


Gin 


Thr 


He 


Tyr 


Ala 
55 


Phe 


Arg 


Asn 


Asp 


Val 
60 


Leu 


His 


Ala 


Glu 


Asp 


Leu 


Phe 


Val 


Val 


Ala 


Lys 


Glu 


Gin 


lie 


Glu 


His 


Val 


Ala 


Leu 


Ala 


65 










70 










75 










80 


Leu 


Ala 


Phe 


Leu 


He 
85 


Leu 


Lys 


Asp 


Ala 


His 
90 


Ala 


Asp 


His 


Cys 


Ser 
95 


Leu 


Pro 


Lys 


lie 


Glu 
100 


Glu 


Trp 


Leu 


Ser 


Tyr 
105 


Ser 


Phe 


Pro 


Val 


Lys 
110 


Leu 


Asp 


Asp 


Gin 


Glu 
115 


He 


Arg 


Arg 


Leu 


Gly 
120 


Asp 


Val 


Asp 


Ala 


Val 
125 


Gin 


Thr 


Thr 



(2) INFORMATIONS POUR LA SEQ ID NO: 713: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 53 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (706496 708103 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 713: 



Ser 


Ala 


Gly 


Ser 


Pro 


Pro 


Glu. 


Lys 


Arg 


Lys 


Ala 


He 


Tyr 


Gin 


Cys 


Asp 


1 








5 










10 










15 




Val 


Val 


Tyr 


Gly 


Thr 


Ala 


Ser 


Gly 


Phe 


Gly 


Phe 


Asp 


Tyr 


Leu 


Arg 


Asp 








20 










25 










30 






Asn 


Ser 


He 


Ala 


Thr 


Arg 


Lys 


Glu 


Glu 


Gin 


Val 


Gly 


Arg 


Gly 


Phe 


Tyr 






35 










40 










45 








Phe 


Ala 


He 


He 


Asp 


Glu 


He 


Asp 


Ser 


Val 


Leu 


He 


Asp 


Glu 


Ala 


Arg 




50 










55 










60 










Thr 


Pro 


Leu 


He 


He 


Ser 


Gly 


Pro 


Gly 


Glu 


Lys 


His 


Asn 


Pro 


Val 


Tyr 


65 










70 










75 










80 


Phe 


Glu 


Leu 


Lys 


Asp 


Arg 


Val 


Ala 


Glu 


Leu 


Val 


Tyr 


Phe 


Gin 


Arg 


Glu 










85 










90 










95 




Met 


Cys 


Asn 


His 


He 


Ala 


He 


Glu 


Ala 


Arg 


Lys 


Val 


Leu 


Asp 


Pro 


Phe 








100 










105 










110 






Leu 


Gly 


Thr 


Asp 


Val 


Leu 


Pro 


Lys 


Asp 


Lys 


Lys 


Val 


Met 


Glu 


Ala 


He 






115 










120 










125 








Ser 


Glu 


Ala 


Cys 


Arg 


Ala 


Leu 


Trp 


Leu 


Val 


Ser 


Lys 


Gly 


Met 


Pro 


Leu 
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130 135 140 

Asn Arg Val Leu Arg Arg Val Arg Glu His Pro Asp Leu Arg Ala Met 
145 150 155 160 

lie Asp Lys Trp Asp Val Phe Tyr His Ala Glu Gin Asn Lys Glu Glu 

165 170 175 

Cys Leu Glu Lys Leu Ser Ser Leu Tyr lie Val Val Asp Glu His Asn 

180 185 190 

Asn Asp Phe Glu Leu Thr Asp Lys Gly Met Leu Gin Trp lie Glu Lys 

195 200 205 

lie Gly Gly Ala Ala Glu Asp Phe Val Met Met Asp Met Gly His Glu 

210 215 220 

Tyr Ala Leu lie Glu Glu Asp Ala Thr Leu Ser Pro Ala Asp Lys Leu 
225 230 235 240 

Asn Arg Lys lie Ala Val Ser Glu Lys Asp Thr Gin Arg Lys Ala Arg 

245 250 255 

Ala His Gly Leu Arg Gin Leu Leu Arg Ala His Leu Leu Met Glu Lys 

260 265 270 

Asp He Asp Tyr He Val Arg Asp Asp Gin He Val He He Asp Glu 

275 280 285 

His Thr Gly Arg Pro Gin Pro Gly Arg Arg Phe Ser Glu Gly Leu His 

290 295 300 

Gin Ala He Glu Ala Lys Glu His Val Thr He Arg Lys Glu Ser Gin 
305 310 315 320 

Thr Phe Ala Thr Val Thr Leu Gin Asn Phe Phe Arg Leu Tyr Glu Lys 

325 330 335 

Leu Ala Gly Met Thr Gly Thr Ala lie Thr Glu Ser Arg Glu Phe Lys 

340 345 350 

Glu He Tyr Ser Leu Tyr Val Leu Gin Val Pro Thr Phe Lys Pro Cys 

355 360 365 

Leu Arg He Asp His Asn Asp Ala Phe Tyr Met Thr Glu Arg Glu Lys 

370 375 380 

Tyr Gin Ala He Val Ala Glu He He Ser Ala His Arg Ser Gly Lys 
385 390 395 400 

Pro He Leu He Gly Thr Glu Ser Val Glu Val Ser Glu Lys Leu Ser 

405 410 415 

Arg He Leu Arg Gin Asn Arg He Asn His Thr Val Leu Asn Ala Lys 

420 425 430 

Asn His Ala Gin Glu Ala Glu He He Ala Gly Ala Gly Lys Val Gly 

435 440 445 

Ala Val Thr Val Ala Thr Asn Met Ala Gly Arg Gly Thr Asp He Lys 

450 455 460 

Leu Asp Glu Glu Ala Val Ala Ala Gly Gly Leu Tyr Val He Gly Thr 
465 470 . 475 480 

Ser Arg His Gin Ser Arg Arg He Asp Arg Gin Leu Arg Gly Arg Cys 

485 490 "* 495 

Ala Arg Leu Gly Asp Pro Gly Ala Ala Lys Phe Phe Leu Ser Phe Glu 

500 505 510 

Asp Arg Leu Met Arg Leu Phe Ala Ser Pro Lys Leu Asn Thr Leu He 

515 520 525 

Arg His Phe Arg Ser Ser Arg Arg 
530 535 



(2) INFORMATIONS POUR LA SEQ ID NO : 714: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 107 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineai re 
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(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 7 08078 7 083 98 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 714: 



Glu 


Arg 


Met 


Pro 


Ala 


Phe 


Gly 


Arg 


Asn 


Ser 


Gly 


Gly 


Gly 


He 


Trp 


Val 


1 








5 










10 










15 




Ser 


Ser 


Ala 


Val 


Gly 


Tyr 


Gly 


Ser 


Leu 


Arg 


Cys 


Ala 


Asp 


Ser 


Gly 


Xaa 








20 










25 










30 






lie 


Ala 


Met 


His 


Lys 


Gly 


Phe 


He 


Thr 


Glu 


Met 


Gin 


Thr 


Gly 


Glu 


Gly 






35 










40 










45 








Lys 


Thr 


Leu 


Thr 


Ala 


Val 


Met 


Pro 


Leu 


Tyr 


Leu 


Asn 


Ala 


Leu 


Ser 


Gly 




50 










55 










60 










Lys 


Pro 


Val 


His 


Leu 


Val 


Thr 


Val 


Asn 


Asp 


Tyr 


Leu 


Ala 


Gin 


Arg 


Asp 


65 










70 










75 










80 


Cys 


Glu 


Trp 


Val 


Gly 


Ser 


Val 


Leu 


Arg 


Trp 


Leu 


Gly 


Leu 


Thr 


Thr 


Gly 










85 










90 










95 




Val 


Leu 


Val 


Cys 


Arg 


Glu 


Pro 


Thr 


Arg 


Glu 


Ala 













100. 105 



(2) INFORMATIONS POUR LA SEQ ID NO : 715: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 12 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 7 08248 7 08 6 07 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 715: 



Met 


Asp 


Phe 


Leu 


Lys 


Arg 


Phe 


Phe 


Gly 


Ser 


Ser 


Gin 


Glu 


Arg 


He 


Leu 


1 








5 










10 










15 




Lys 


Arg 


Phe 


Gin 


Lys 


Leu 


Val 


Glu 


Glu 


Val 


Asn 


Ala 


Cys 


Asp 


Glu 


Lys 








20 










25 










30 






Phe 


Ser 


Ser 


Leu 


Ser 


Asp 


Asp 


Glu 


Leu 


Arg 


Glu 


Lys 


Thr 


Pro 


Gin 


Leu 






35 










40 










45 








Lys 


Gin 


Arg 


Tyr 


Gin 


Asp 


Gly 


Glu 


Ser 


Leu 


Asp 


Lys 


Leu 


Leu 


Pro 


Glu 




50 










55 










60 










Ala 


Tyr 


Gly 


Val 


Val 


Lys 


Asn 


Val 


Cys 


Arg 


Arg 


Leu 


Ala 


Gly 


Thr 


Pro 


65 










70 










75 










80 


Val 


Glu 


Val 


Ser 


Gly 


Tyr 


His 


Gin 


Gin 


Trp 


Asp 


Met 


Val 


Pro 


Tyr 


Asp 










85 










90 










95 




Val 


Gin 


He 


Leu 


Gly 


Xaa 


Ser 


Leu 


Cys 


He 


Lys 


Ala 


Leu 


Ser 


Pro 


Arg 








100 










10 5 










110 






Cys 


Lys 


Pro 


Gly 


Lys 


Glu 


Arg 


His 



















115 120. 



(2) INFORMATIONS POUR LA SEQ ID NO : 716: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 469 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 7 08872 . . 7 1 0278 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 716: 

Glu Asn Val Ser Leu His Lys Asn Lys Asp Leu Lys Arg Phe Phe Trp 

15 10 is 

Tyr Cys Lys Arg Glu Lys Thr Gin Lys Leu Cys lie Met Trp Leu He 

20 25 30 

Val Ala Trp Thr Leu Leu Ala Cys Leu Ala Met Ala Leu Val Phe Lys 

35 40 45 

Ala Tyr Arg His Val He Ser Phe Arg Ser Tyr Val Asn Gin Val Met 

50 55 60 

Arg Asp Val Arg Leu Ser Val Asp Leu Lys Glu Trp Ala Val Ala Glu 
65 70 75 80 

Met Arg Leu Ala Pro He Leu Lys Lys Arg Gin Tyr Arg Arg Lys Tyr 

85 90 95 

Leu Phe Glu Tyr He Arg He Leu Arg Glu Leu Glu Arg Phe Glu Glu 

100 105 no 

Ala Glu Lys Leu Leu Gly Glu Ala Lys Lys Leu Lys Leu Ala Gly Ala 

115 120 125 

His Phe Phe Leu Glu Val Ala His Lys Ala Phe Arg His Gly Ala Tyr 

130 135 140 

Lys Glu Ala Ala His Ala Phe Ser Leu Leu Ser Ala Glu Leu Met Gly 
145 150 155 160 

Glu Arg Glu Val Ala Arg Tyr Thr He Ser Leu Val Tyr Leu Gly Glu 

165 170 175 

Val Asp Ala Ala Cys Arg He He Glu Pro Trp He Gly Pro Leu Ala 

180 185 190 

His Gin Glu Val Phe He Ser Val Gly His He Tyr Phe Ala Thr Lys 

195 200 205 

Arg Tyr Ala Asp Ala He Asp Phe Tyr Arg Arg Ala Arg Ser Leu Gly 

210 215 220 

Ser Cys Pro He Asp Val Leu Tyr Asn Leu Ala His Ser Leu Arg He 
225 230 235 240 

Cys Gly Gin Tyr Val Asp Ala Gly Met Leu Phe Arg Glu Leu Leu Gly 

245 250 255 

Asp Pro Val Tyr Lys Asp Glu Ala Met Phe Asn He Gly Leu Cys Glu 

260 265 270 

Gin Lys Leu Gly Asn Ser Lys Lys Ala Leu Leu He Tyr Gin Asn Ser 

275 280 285 

Glu Leu Trp Val Arg Gly Asp Ala Leu Met Met Arg Tyr Ala Ala Leu 

290 295 300 

Ala Ala Ala Asp Gin Gin Asp Tyr Gin Leu Ala Glu His Cys Trp Thr 
305 310 315 320 

Leu Ala Phe Arg Cys Gin Ser Tyr Ala Asp Asp Trp Asn Cys Cys Val 

325 330 335 

His Tyr Gly Leu Ala Leu Cys His Leu Lys Lys Tyr Ala Glu Ala Glu 

340 345 350 

Lys Val Tyr Leu Arg Val He Gin Lys Thr Pro Asp Cys Leu Val Ala 

355 360 365 

Cys Lys Ala Leu Ala Trp Leu Ala Gly Val Gly His Ala Thr Met He 
370 375 380 
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Ser 


Ala 


Arg 


CjXU 


xy 


lie 


Aia 


Tyr 


Ala 

Ala 


Lys 


Arg 


Ala 


Leu 


Gin 


lie 


Lys 


3 85 










3 9 0 










395 










400 


Arg 


Ser 


Pro 


Glu 


Val 


Leu 


Glu 


Leu 


Leu 


Ser 


Ala 


Cys 


Glu 


Ala 


Arg 


Glu 










405 










410 










415 




Gly 


Asn 


Phe 


Asp 


Val 


Ala 


Tyr 


Asp 


He 


Gin 


Ala 


He 


Leu 


Ala 


Glu 


Arg 








420 










425 










430 






Asp 


Thr 


Thr 


Ala 


Lys 


Glu 


Arg 


Glu 


Arg 


Arg 


Ser 


Gin 


He 


Leu 


Lys 


Asn 






435 










440 










445 








Leu 


Arg 


Gin 


Lys 


Leu 


Pro 


He 


Asp 


Gin 


Gin 


His 


lie 


Val 


Glu 


Val 


Ser 




450 










455 










460 










Leu 


Leu 


Leu 


Ala 


Ala 

























465 



(2) INFORMATIONS POUR LA SEQ ID NO.: 717: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 01 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (710262 711164) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 717: 



Met 


Ala 


Ala 


Arg 


Glu 


Met 


Leu 


Tyr 


Val 


Asn 


Arg 


Glu 


Thr 


Gly 


Lys 


Val 


1 








5 










10 










15 




Glu 


Gin 


Glu 


Arg 


He 


He 


Cys 


Ser 


Ser 


Leu 


Val 


Lys 


Phe 


Phe 


He 


Glu 








20 










25 










30 






Thr 


Arg 


He 


Gly 


Arg 


Ala 


Leu 


Tyr 


Ser 


Val 


Leu 


Cys 


Lys 


Asn 


Ser 


Leu 






35 










40 










45 








Phe 


Ser 


Arg 


He 


Val 


Gly 


Trp 


Cys 


Gin 


Arg 


Leu 


Arg 


Val 


Thr 


Arg 


Tyr 




50 










55 










60 










Phe 


He 


Lys 


Pro 


Phe 


Val 


Thr 


Lys 


Tyr 


Arg 


He 


Cys 


He 


Glu 


Glu 


Ser 


65 










70 










75 










80 


Ala 


Ser 


Pro 


Leu 


His 


Asp 


Tyr 


Ala 


Ser 


Phe 


Asn 


Asp 


Phe 


Phe 


Val 


Arg 










85 










90 










95 




Lys 


Leu 


Lys 


Pro 


Asp 


Ala 


Arg 


Pro 


He 


Cys 


Gin 


Gly 


Glu 


Asp 


He 


Cys 








100 










105 










110 






Val 


Thr 


Pro 


Ala 


Asp 


Gly 


Ala 


Tyr 


Leu 


Val 


Phe 


Pro 


Ser 


Met 


Ala 


Asp 






115 










120 










125 








Leu 


Ser 


Leu 


Phe 


Thr 


He 


Lys 


Asn 


Lys 


Pro 


Phe 


Ser 


Leu 


Glu 


Ser 


Phe 




130 










135 










140 










Leu 


Gly 


Asp 


Pro 


Gin 


Leu 


Ala 


His 


Gin 


Tyr 


Ala 


Gin 


Gly 


Ser 


Met 


Ala 


145 










150 










155 










160 


He 


Ala 


Arg 


Leu 


Ala 


Pro 


Phe 


Asp 


Tyr 


His 


Arg 


Phe 


His 


Phe 


Pro 


He 










165 










170 










175 




Ala 


Gly 


He 


Ala 


Glu 


Ala 


Pro 


Arg 


Arg 


He 


Asn 


Gly 


His 


Leu 


Phe 


Ser 








180 










185 










190 






He 


His 


Pro 


Leu 


Met 


Leu 


Lys 


Arg 


Asn 


Phe 


Glu 


Val 


Phe 


Thr 


Glu 


Asn 






195 










200 










205 








Lys 


Arg 


Glu 


He 


Thr 


He 


He 


Thr 


Ser 


Lys 


Glu 


Phe 


Gly 


Glu 


Val 


Ala 




210 










215 










220 










Tyr 


Val 


Glu 


Val 


Gly 


Ala 


Leu 


Asn 


Val 


Gly 


Ser 


He 


His 


Gin 


Thr 


Phe 


225 










230 










235 










240 


Ser 


Pro 


Gly 


Ser 


Tyr 


Val 


Lys 


Lys 


Gly 


Ala 


Glu 


Lys 


Gly 


Phe 


Phe 


Ala 
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Phe Gly Gly Ser 
260 

Phe Asp Ala Asp 
275 

Cys Arg Met Gly 
290 



245 

Thr Val Val Leu 

Leu Val Gly Tyr 
280 

Gin Ser Leu Gly 
295 



250 

Leu Phe Gin Pro 
265 

Ser Ala Gin Gly 

Lys Arg Phe Ser 
300 



255 

Gin Arg lie lie 
270 

Leu Glu Thr Arg 

285 

Ser 



(2) INFORMATIONS POUR LA SEQ ID NO: 718: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 444 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : 7 1 143 2 .. 7 127 63 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 718: 

Met Leu Arg Asn Asp Thr He Thr Ala He Ala Thr Pro Pro Gly Glu 

1 5 10 15 

Gly Ser He Ala He Val Arg Val Ser Gly Pro Asp Ala He Ser He 

20 25 30 

Ser Asp Arg He Phe Ser Gly Asn He Ala Gly Tyr Ala Ser His Thr 

35 40 45 

Ala His Leu Gly Thr Val Ser His Asn Ala Val Cys He Asp Gin Ala 

50 55 60 

Leu Val Leu Val Met Arg Ala Pro Arg Ser Phe Thr Gly Glu Asp He 
65 70 75 80 

Val Glu Phe Gin Cys His Gly Gly Tyr Phe Ala Cys Ser Gin He Val 

85 90 95 

Asn Ala Leu Leu Ala Glu Gly Ala Arg Ala Ala Leu Pro Gly Glu Phe 

100 105 no 

Ser Gin Arg Ala Phe Leu Asn Gly Lys He Asp Leu He Gin Ala Glu 

115 120 125 

Ala He Gin Gin Leu He Ala Ala Asp Asn He Asp Ala Phe Arg He 

130 135 140 

Ala Gin Asn Gin Phe Gin Gly His Thr Ser Gin Ala He Ser Ser He 
145 150 155 160 

Ser Ser Leu He He Glu Leu Ala Tyr He Glu Val Leu Ala Asp 

165 ■ 170 175 

Phe Pro Glu Glu Asp He Glu Thr Glu Asp Ser Leu Pro Lys His Arg 

180 185 190 

He Met Glu Ala Leu Ser He Thr Asp Glu Leu Leu Ser Ser Phe Asp 

195 200 205 

Glu Gly Gin Arg Leu Ala Gin Gly Thr Ser He Val Leu Ala Gly Leu 

210 215 220 

Pro Asn Ala Gly Lys Ser Ser He Leu Asn Ala Leu Thr Gin Lys Asn 
225 230 235 240 

Arg Ala He Val Thr Asp He Pro Gly Thr Thr Arg Asp He Leu Glu 

245 250 255 

Glu Asn Trp Val Leu Gin Gly Lys Asn Leu Arg Leu He Asp Ser Ala 

260 265 270 

Gly Leu Arg Glu Thr Glu Asn Leu Val Glu Lys Glu Gly He Ala Arg 
275 280 285 



1440 



Ala Arg Glu Ala Met 
290 

Ala Ser Gin Pro Leu 
305 

Thr lie Leu Leu Trp 
325 

Glu Val Pro Phe Gin 
340 

Leu Leu Glu Leu Lys 
355 

Leu Gly Lys Ser Ser 
370 

Leu Leu His Ser Val 
385 

Thr Glu His Leu Pro 
405 

Leu His Ser lie Gly 
420 

Leu Gly Glu lie Phe 
435 



Ser Gin Ala Glu Gly 
295 

Pro Glu Phe Pro Thr 
310 

Asn Lys Cys Asp lie 
330 

Gin lie Ser Val Ser 
345 

Gin Ala Leu Gin Lys 
360 

Lys lie Phe Leu Val 
375 

Tyr Thr Cys Leu Thr 
390 

Asn Glu Cys lie Ala 
410 

Asn Leu Ser Gly Ser 
425 

Ser Lys Phe Cys lie 
440 



He Leu Trp Val Val Asp 
300 

He Leu Tyr Gin Lys Pro 
315 320 
Val Ser Pro Pro Gin He 
335 

Ala Lys Thr Gly Glu Gly 
350 

Trp Leu Asn Thr Thr Gin 
365 

Ser Ala Arg His His Ser 
380 

Ala Ala Leu Asn Gly Phe 
395 400 
Leu Asp Leu Arg Gin Ala 
415 

Glu Val Thr Glu Asn Val 
430 

Gly Lys 



(2) INFORMATIONS POUR LA SEQ ID NO: 719: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 224 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 7 127 67 7 13438 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 719: 

Pro Leu Met Lys Ser Leu Asn Val Gin Ala Lys Arg Ala Phe lie He 

15 10 15 

Ser Thr Leu Asn Arg Leu Phe Pro Asn Pro Ala Pro Ser Leu Thr Gly 

20 25 30 

Trp Gin Thr Pro Phe Gin Leu Leu He Ala He Leu Leu Ser Gly Asn 

35 40 45 

Ser Thr Asp Lys Ala Val Asn Ser Val Thr Pro Ser Leu Phe Ala Lys 

50 53 60 

Ala Pro Asp Ala Gin Ser Met Ser Met Leu Ala Pro Ser Glu He Tyr 
65 70 75 80 

Ser Leu He Ala Pro Cys Gly Leu Gly Glu Arg Lys Ala Ala Tyr He 

85 90 95 

His Ala Leu Ser His He Leu Val Asp Arg Tyr His Gin Glu Thr Pro 

100 105 110 

His Thr Leu Pro Glu Leu Thr Ala Leu Pro Gly Val Gly Arg Lys Thr 

115 120 125 

Ala Ser Val Phe Leu Ser He Tyr Tyr Gly Glu Asn Thr Phe Pro Val 

130 135 140 

Asp Thr His He Leu Arg Leu Ala His Arg Trp Gin Leu Ser Asn Glu 
145 150 155 160 

Thr Glu Ser Phe Ser Cys Arg Lys Arg Phe Ser Thr Val He Trp Thr 

165 170 175 

Lys Ala Leu Ser Glu He Ala Phe Thr Thr His Leu Leu Cys Lys Ser 



f 
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180 185 190 

Val Leu Ser Ser Ala Pro Pro Gin His Arg Cys Val Ser Tyr Leu Leu 

195 200 205 

Phe Leu Thr Asp Arg Leu Thr Ser Phe Leu Thr Glu Ser Ser lie Ser 
210 215 220 



(2) INFORMATIONS POUR LA SEQ ID NO: 720: 

(i) C ARACTER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 194 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 7 13 651 .. 7 1423 2 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 720: 



Lys 


Val 


Ser 


Tyr 


Phe 


Leu 


Asn 


Ala 


Asn 


Gly 


Leu 


Leu 


Arg 


Arg 


Ser 


Asn 


1 








5 










10 










15 




Arg 


Leu 


Pro 


He 


Leu 


Phe 


Tyr 


Arg 


Asp 


Gin 


Lys 


Gly 


Asn 


Phe 


Ser 


Ser 








20 










25 










30 






Trp 


Asp 


Asp 


Phe 


Thr 


His 


Asp 


Val 


Gin 


Thr 


Gin 


Lys 


Ser 


Gly Arg 


Glu 






35 










40 










45 








Thr 


Asp 


Met 


Pro 


Asp 


Ser 


Leu 


Arg 


Gly Arg Val 


Glu 


Glu 


Asp 


Ala 


Ala 




50 










55 










60 








Ser 


Gin 


Met 


He 


Val 


Glu 


Val 


Leu 


Leu 


Ala 


Phe 


Leu 


Asp 


Asn 


Gin 


Asp 


65 










70 










75 










80 


Met 


Tyr 


Leu 


Ser 


Val 


Ser 


Phe 


Glu 


He 


Leu 


Arg 


Asn 


Phe 


Leu 


Glu 


Glu 










85 










90 










95 




Lys 


Val 


Leu 


Ser 


Lys 


Arg 


Ser 


Leu 


Ser 


Pro 


Arg 


Ser 


His 


Glu 


Ala 


He 








100 










105 










110 






Lys 


Lys 


He 


Lys 


Asp 


Leu 


Tyr 


Leu 


Val 


Ser 


Pro 


Glu 


Asp 


Phe 


Gin 


Thr 






115 










120 










125 








Phe 


He 


Gly 


Gly 


Val 


He 


Thr 


Glu 


Ser 


Leu 


Phe 


Gin 


Glu 


Glu 


Asp 


Gin 




130 










135 










140 








Leu 


Val 


Val 


Gly 


Cys 


Met 


He 


Phe 


Ser 


Gin 


Glu 


Gly 


Arg 


Glu 


Leu 


Phe 


145 










150 










155 










160 


Asp 


Ser 


Trp 


Lys 


Gly 


He 


Ser 


Gin 


Thr 


Tyr 


Pro 


His 


Asp 


Met 


Leu 


Tyr 










165 










170 










175 


Thr 


Gin 


Ala 


Phe 


Leu 


Ala 


Glu 


Val 


Val 


Leu 


His 


Val 


Xaa 


Asn 


Thr 


Thr 








180 










185 










190 






Phe 


He 































(2) INFORMATIONS POUR LA SEQ ID NO: 721: 

(i) C ARACTER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 171 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineaire 

(iii) H YPOTHET I QUE : OU i 
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(viii) POSITION DANS LE GENOME: complement ( 7 14 12 0 7 14 63 2 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 721: 



Asn Asn Thr Asp Tyr Val Lys Asn Arg Gin Lys Asp Leu Asn Pro Tyr 

15 10 15 

Met Leu Leu Asp Ser Arg Phe Pro Thr Asp Tyr Tyr Leu Arg lie Leu 

20 25 30 

Glu Leu Val lie Arg Asp Ala Ser Cys Lys Leu Val Tyr Asn Arg Arg 

35 40 45 

Leu His Met Leu Glu Ala lie Pro Leu Asp Gin Lys Leu Ser Thr Asp 

50 55 60 

Gin Glu Gly Glu Ser Ser lie Leu Arg Glu Val lie Ser Glu Leu Leu 
65 70 75 80 

Ala His Ser Gly Glu Ser Tyr Ala lie Ser Ala Gin Leu Leu Ala Val 

85 90 95 

lie Asp lie Tyr Leu Lys Gin Glu Gin Pro Ser Asn Ser Trp Phe Ala 

100 105 110 

Arg lie Phe Arg Lys Arg Glu Arg Ala Arg Lys Arg Gin Thr lie Asn 

115 120 125 

Lys Leu Leu Leu Leu Lys Ser lie Leu Phe Phe Glu Arg Gin Arg Pro 

130 135 140 

Val Lys Lys Val Glu Ser Val Ala Asp Ser lie Leu Gin Arg Ser Lys 
145 150 155 160 

Gly Lys Phe Phe Val Leu Gly Arg Phe Tyr Thr 
165 170 



(2) INFORMATIONS POUR LA SEQ ID NO: 722: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 253 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 7 14834 7 1 5592 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 722: 



Ala 


Ser 


He 


Trp 


Lys 


Arg 


Arg 


Val 


Ala 


Arg 


Arg 


Asn 


Glu 


Asn 


Tyr 


Asp 


1 








5 










10 










15 




Val 


Lys 


Lys 


Ala 


Glu 


Glu 


Gin 


Gin 


Gly 


He 


Val 


Gin 


Tyr 


Leu 


Gin 


Asp 








20 










25 










30 






Ser 


Lys 


Met 


Pro 


Ala 


Leu 


Thr 


Arg 


Ala 


Tyr 


Arg 


His 


Leu 


Arg 


Ala 


Phe 






35 










40 










45 








Asn 


Ser 


Ala 


Cys 


Leu 


Arg 


Thr 


He 


Arg 


Glu 


Phe 


Phe 


Ala 


Thr 


He 


Phe 




50 










55 










60 










Arg 


Ala 


Leu 


Arg 


Asp 


Ala 


Tyr 


Tyr 


Arg 


His 


Cys 


Thr 


Arg 


Ser 


Gly 


He 


65 










70 










75 










80 


Asn 


Phe 


Cys 


Gly 


Ala 


Asp 


Lys 


Asp 


Ser 


Leu 


Glu 


Val 


Leu 


Val 


Ala 


Val 










85 










90 










95 




Gly 


Leu 


Leu 


Leu 


Arg 


Met 


Ala 


Thr 


Leu 


Arg 


Ser 


Phe 


Glu 


His 


Val 


Gly 








100 










105 










110 






Gly 


Asn 


Tyr 


Glu 


Asp 


Arg 


Leu 


Val 


Asn 


Asn 


Asp 


Ala 


Pro 


Val 


Thr 


Gly 






115 










120 










125 








Ala 


Gly 


Arg 


Thr 


Leu 


Val 


Tyr 


A_sp 


Ala 


Val 


Asp 


Asp 


He 


Glu 


Ser 


He 



\ 
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13 0 










i j j 










140 










Leu 


As n 


XliX 


Arg 




Asn 


Trp 


Pro 


Gin 


His 


Val 


Met 


He 


Gly 


Phe 


Ser 


14 5 










1 jU 










ICC 

lbb 








160 


Arg 


Gly 


Leu 


val 


Pin 


Leu 


Cys 


/\ JLo. 


mr 


Pro 


Tyr 


Asn 


Ala 


Thr 


Ser 


Gin 










165 










-L / U 










T *"7 C 

1 / b 




Glu 


Cys 


Phe 


Lys 


Ser 


He 


Val 


Arg 


Leu 


Glu 


Lys 


Glu 


Asp 


Pro 


Ser 


Ser 








180 










185 










190 






Asp 


Tyr 


Ser 


Gin 


Ala 


Leu 


Leu 


Leu 


Ala 


Gly 


He 


He 


Asp 


Arg 


Leu 


Ala 






195 










200 










205 








Glu 


Lys 


Ala 


Pro 


Met 


Ala 


Ala 


Lys 


Tyr 


Val 


Leu 


Asp 


Ala 


Leu 


Arg 


Val 




210 










215 










220 








Arg 


Thr 


Ser 


Glu 


Leu 


He 


Gly 


Glu 


Leu 


He 


He 


Leu 


Asp 


Leu 


Leu 


Pro 


225 










230 










235 








240 


Pro 


Val 


Trp 


Lys 


Val 


Gly 


Arg 


Gly 


Xaa 


Tyr 


Ser 


Leu 


Leu 









245 250 



(2) INFORMATIONS POUR LA SEQ ID NO: 723: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 9 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 7 15 558 7 1 5854 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 723: 



Ala 


Leu 


Tyr 


Gly 


Gly Asn 


Ser 


Gly 


Pro 


Glu 


Gly 


Phe 


Ser 


Ser 


Ala 


Ser 


1 








5 










10 










15 




Arg 


Gly 


Asp 


Glu 


He 


Asp 


Asp 


Val 


Pro 


Asp 


Ser 


Glu 


Glu 


Gly 


Glu 


Leu 








20 










25 










30 






Glu 


Glu 


Arg 


Val 


Ser 


Asp 


His 


Ala 


Glu 


Ser 


He 


He 


Thr 


Glu 


Ser 


Ser 






35 










40 










45 








Glu 


Thr 


Leu 


Phe 


Arg 


Thr 


Thr 


Ser 


Ser 


Ser 


Gly 


Val 


Ser 


Glu 


Asp 


Leu 




50 










55 










60 








Gin 


Gin 


His 


Val 


Ser 


Leu 


Glu 


Glu 


Ser 


Pro 


Arg 


Gin 


Arg 


Gly 


Phe 


Leu 


65 










70 










75 








80 


Gly 


Arg 


He 


Arg 


Asp 


Ala 


Val 


Xaa 


Phe 


Tyr 


Leu 


Glu 


Ala 


Ser 


Cys 


Cys 










85 










90 










95 


Thr 


Lys 


Glu 





























(2) INFORMATIONS POUR LA SEQ ID NO: 724: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 339 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (715921 .. 716937 ) 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 724: 



Asn 


Leu 


Tip 

X X e 


Ly s 


Tip 
lie 


\/a 1 

V clX 


oiy 


Tip 

lie 


Lys 


Cpr 
oci 


ryr 


Cys 


Jrile 


C* 1 \r 

xy 


pi w 

<j ±y 


P 1 i r 


1 








5 










10 










1 S 

1 -j 






l v le L_ 


Cor 

0 ci 


Tip 
lie 


7A r rr 


Jri v-/ 


Thr 

X 11X 


Asn 


Plv 
\j xy 


Cpr 

Oci 


plv 


Asn 


pi ^/ 
oiy 


ryr 


Pro 


Ser 








2 0 










25 










3 0 






Tip 
lie 


as n 


XT 1. V* 


c 0 v 


Ji en 
rio 1 1 


A on 
.rtto LJ 


Asn 


p 1 n 

VJT Xil 


Asp 


pi v 
oiy 




Va 1 
veil 


p 1 « 


Ser 


xnr 


Ser 






3 5 










40 










45 








Gly 


Pro 


Asn 




Gly 


Gly 


His 


Thr 


Val 


Ser 


Ser 


Arg 


p 1 \z 
vj 1 y 


oiy 


Jrile 


bill 




SO 










55 










fiO 












Tip 
lie 


v— _y 0 


u a 1 

VAX 


ax y 


lie 


Ala 


A ^rt 


T .01 1 


Php 

rile 


r\i y 


Atoll 


\~~y to 


Oho 
Jrile 


Qo Y~ 
oei 


Arg 


fiS 










7 0 










7 S 










O VJ 


A S Tl 


Arg 


nl \/ 


111L 


Thr 

1111 


Thr 

XliX 


ri w 


oeX 


rti y 


Jri 


Va 1 
V ct. 1 


Tip 

lie 


Thr 
1 in 


p "1 n 


Ala 
nia 


Asp 










85 










90 










95 




Tip 
lie 


ryr 


nx 0 


XT X VJ 


Th v- 
XXIX 


Tl 0 

lie 


pho 
Jrile 


Plv 


pin 

Xil 


nl v 
wiy 


Ala 
rt.X Ct 


Pl n 

<0 Xil 


Jr J. L/ 


Tip 
X X e 


v^ 1 
vai 


Ser 








1 00 

X V \J 










ins 

1 U J 










110 
X X (J 






Thr 

1 Hi 


nl \r 


Asp 


Lys 


Lys 


L6U 


ASp 


oci 


Ala 

/A 1 ct 


Tip 
lie 


Tip 
lie 


pin 

V7 111 


Ala 
nia 


Asp 


Leu 


Arg 






115 










120 










125 








AT 3 
x\ xct 


Pin 
V7J.11 


11 


U y to 


VJ Xll 


X 11X 


Leu 


Ala 


Thr 
1111 


His 


Tip 


p 1 n 

villi 


Qor 
oei 


Lj_y to 


r .01 1 

JjcU 






1 J u 










135 










140 












i"ie L. 


n 1 1 1 


x y 


p 1 ri 


Oci 


Jri U 


p 1 -n 


no ^/ 


T\/r 

ryr 


T ,\/o 

uy to 


Ala 
r\ 1 ct, 


uiy 


Ala 
nl d 


xyr 


Ser 


X *± _) 










ISO 

X J \J 










1 S S 
1 j j 










i ^ 0 

X 0 u 


Til 3 


Leu 


Ar 5 


Leu. 


Mot- 
lit; L. 


Leu 


Jr lie 


Thr 

X 11X 


Pr a 

Jri w 


oiy 


Pin 
Villi 


Thr 
ill J. 


Thr 
1H1 


Va 1 

V Ct 1 


oeX 


Ser 










1 fiS 

X D J 










17 0 










1 7 S 
X / J 




f 1 1 1 


Air Q" 


plu 

UjXU. 


Arg 


Pi n 


nl ci 


L.ys 


Va 1 
val 


Th r 
X ill 


1 _y 


Ar 5 


Asp 


Leu 


irp 


VjIU 


Plv, 

ijin 








1 fiO 
1 0 u 










185 










1 QO 

1 J u 






jl 

r\X ci 


nld 


oiy 


Asp 


Leu 


nia 


•yh v 

X ili 


Asn 


uiy 


Asn 


Thr 
1 11 i 


Asp 


Pi T/ 

oiy 


Leu 


Mo r- 
1*1 e U 


Lbu 






1 QS 
1 7 j 










9 00 










90S 

Zj, \J j 








J/le U 


Ala 

AX a. 


Asn 


Leu 


O e X 


v a. x 


oiy 


C 1 \r 


J-ry to 


n x to 


Va 1 
vet x 


"D v- ^ 
Jri (J 


Ala 
nla 


pi >/ 


rlX to 


Leu 




X U 










9 1 S 

X J 










9 9 0 










Arg 


X l_l 


lyr 


Mo r 


Asn 


Thr 
X 11X 


Va 1 
v ctx 


Lys 


r:l \' 
vj x y 


Thr 
1 Hi 


Pho 
Jri 1c 


Thr 
1 Hi 


Asp 


pi n 


Asn 


C* 1 1 1 
uiU 


225 










23 0 










23 5 










24 0 


Ala 


Thr 


Asp 


Pro 


Thr 


Val 


Asp 


Ala 


He 


Leu 


Asp 


Leu 


Ala 


Ala 


Lys 


He 










245 










250 










255 




Asp 


Ala 


Thr 


Glu 


Phe 


Ser 


Ser 


Pro 


Gly 


Ser 


Gly 


Pro 


Val 


He 


Leu 


Asn 








260 










265 










270 






Tyr 


He 


Gly 


Asn 


Cys 


Gly 


Gin 


Val 


Val 


Leu 


Glu 


Asn 


Glu 


Lys 


Met 


Asn 






275 










280 










285 








Gin 


Leu 


Val 


Leu 


Glu 


Asp 


Gin 


Asn 


Gly 


Gin 


Asp 


Pro 


Gin 


Arg 


Val 


Gin 




290 










295 










300 










Asp 


Asn 


Ser 


Lys 


Glu 


Leu 


Gin 


Lys 


Leu 


Leu 


Glu 


Asn 


Ala 


Arg 


Lys 


Thr 


305 










310 










315 










320 


Asp 


Pro 


Glu 


Leu 


Tyr 


Phe 


Gin 


Thr 


Leu 


Thr 


Val 


He 


Thr 


Ser 


Ser 


Val 



325 _ 330 335 



Phe Levi Asp 



(2) INFORMATIONS POUR LA SEQ ID NO: 725: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 4 03 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 7 17 149 7 183 57 ) 



I 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 725: 

Met Asp Lys Leu Ser lie Arg Asp Leu Ser Leu Glu Gly Lys Lys Val 

1 5 10 15 

Leu Val Arg Val Asp Phe Asn Val Pro lie Lys Asp Gly Lys lie Leu 

20 25 30 

Asp Asp Val Arg lie Arg Ser Ala Met Pro Thr lie His Tyr Leu Leu 

35 40 45 

Lys Gin Asp Ala Ala Val lie Leu Val Ser His Leu Gly Leu Pro Lys 

50 55 60 

Gly Gly Val Phe Glu Glu Ala Tyr Ser Leu Ala Pro He Val Pro Val 
65 70 75 80 

Leu Glu Gly Tyr Leu Gly His His Val Pro Leu Ser Pro Asp Cys He 

85 90 95 

Gly Glu Val Ala Arg Gin Ala Val Ala Gin Leu Ser Pro Gly Arg Val 

100 105 no 

Leu Leu Leu Glu Asn Val Arg Phe His Lys Gly Glu Glu His Pro Asp 

115 120 125 

Glu Asp Pro Ser Phe Ala He Glu Leu Ala Ala Tyr Ala Asp Phe Tyr 

130 135 140 

Val Asn Asp Ala Phe Gly Thr Ser His Arg Lys His Ala Ser Val Tyr 
145 150 155 160 

Arg Val Pro Gin Leu Phe Pro Asp Arg Ala Ala Ala Gly Phe Leu Met 

165 170 175 

Glu Lys Glu Leu Glu Phe Leu Gly Gin His Leu Leu Val Glu Pro Lys 

180 185 190 

Arg Pro Phe Thr Ala He Leu Gly Gly Ala Lys Met Ser Ser Lys He 

195 200 205 

Gly Val He Glu Ala Leu Leu Ser Cys Val Asp His Leu Val Leu Ala 

210 215 . 220 

Gly Gly Met Gly Tyr Thr Phe Leu Arg Ala Met Asn Arg Gin Val Gly 
225 230 235 240 

Asn Ser Leu Val Glu Glu Ser Gly He Pro Leu Ala Lys Lys Val Leu 

245 250 255 

Glu Lys Ala Gin Ala Leu Gly Val Lys He His Leu Pro Val Asp Ala 

260 265 270 

Lys Val Ala Lys Gin Cys Asp Ser Gly Glu Asp Trp Arg Glu Leu Ser 

275 280 285 

He Gin Glu Gly He Pro Glu Gly Leu Ala Gly Phe Asp He Gly Ala 

290 295 300 

Gin Thr He Glu Leu Phe Ser Lys Val He Gin Glu Ser Ala Thr He 
305 310 315 320 

Phe Trp Asn Gly Pro Val Gly Val Tyr Glu Val Pro Pro Phe Asp Gin 

325 330 335 

Gly Ser Lys Ala He Ala Gin Cys Leu Ala Ser His Ser Ser Ala Val 

340 345 350 

Thr Val Val Gly Gly Gly Asp Ala Ala Ala Val Val Ala Leu Ala Gly 

355 360 365 

Cys Thr Ser Gin He Ser His Val Ser Thr Gly Gly Gly Ala Ser Leu 

370 375 380 

Glu Phe Leu Glu Lys Gly Ser Leu Pro Gly Thr Glu He Leu Ser Pro 
385 390 395 400 

Ala Gin Ser 



(2) INFORMATIONS POUR LA SEQ ID NO : 72 6: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 121 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 718500 718862 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 726: 



Gin 


Asn 


Ser 


Ala 


Arg 


Ser 


Asn 


Lys 


Lys 


Asn 


Thr 


He 


Glu 


Ser 


Ala 


Ala 


1 








5 










10 










15 




Pro 


Ala 


Gly 


Thr 


Val 


He 


Asn 


His 


Glu 


Ser 


Thr 


He 


Ser 


Leu 


Met 


He 








20 










25 










30 






Arg 


Lys 


Leu 


Met 


Ala 


Arg 


Lys 


Pro 


Leu 


Ala 


Asn 


Pro 


He 


Pro 


Asn 


Thr 






35 










40 










45 








Asp 


Pro 


Thr 


Thr 


Thr 


Cys 


Val 


Val 


Asp 


He 


Gly 


Asn 


Pro 


Lys 


Glu 


Glu 




50 










55 










60 










Ala 


Ala 


Ala 


He 


Val 


He 


Ala 


Glu 


Leu 


He 


Pro 


Thr 


Glu 


Lys 


Pro 


Arg 


65 










70 










75 










80 


Asp 


Gly 


Val 


Asn 


Ser 


Val 


He 


Phe 


Phe 


Pro 


He 


Val 


Ser 


He 


Thr 


Arg 










85 










90 










95 




Gin 


Pro 


His 


Val 


Ala 


Asn 


Pro 


Gin 


Thr 


Lys 


Pro 


Ser 


Pro 


Pro 


Lys 


Asp 








100 










105 










110 






He 


Asn 


Thr 


Lys 


Arg 


Thr 


Phe 


Glu 


Glu 

















115 120- 



(2) INFORMATIONS POUR LA SEQ ID NO: 727: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 433 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 7 184 9 9 7 1 97 9 7 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 727: 



Asp 


Ala 


Arg 


Arg 


Glu 


He 


Gly 


Met 


Trp 


Leu 


Leu 


Leu 


Val 


Cys 


Val 


Val 


1 








5 










10 










15 




Val 


Gly 


Gly 


Phe 


Tyr 


Thr 


Ala 


Trp 


Asn 


He 


Gly 


Ala 


Asn 


Asp 


Val 


Ala 








20 










25 










30 






Asn 


Ala 


Val 


Gly 


Pro 


Ser 


Val 


Gly 


Ala 


Gly 


Ala 


Leu 


Thr 


Leu 


Lys 


Gin 






35 










40 










45 








Ala 


Val 


Leu 


He 


Ala 


Ala 


Val 


Phe 


Glu 


Phe 


Leu 


Gly 


Ala 


Val 


Leu 


Leu 




50 










55 










60 










Gly 


Asp 


Arg 


Val 


He 


Gly 


Thr 


He 


Glu 


Ser 


Gly 


Leu 


Val 


Ala 


Pro 


Ser 


65 










70 










75 










80 


Gly 


His 


Val 


Leu 


Ser 


Ser 


Gin 


Asp 


Tyr 


Val 


Phe 


Gly 


Met 


Ala 


Ala 


Ala 










85 










90 










95 




Leu 


Leu 


Ala 


Thr 


Gly 


Val 


Trp 


Leu 


Gin 


He 


Ala 


Ser 


Phe 


Cys 


Gly 


Trp 








100 










105 










110 






Pro 


Val 


Ser 


Thr 


Thr 


His 


Ala 


He 


Val 


Gly 


Ala 


Val 


Leu 


Gly 


Phe 


Gly 
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115 120 i 2 5 

He He Leu Lys Glu Asp Ala Val He Tyr Trp Asn Ser Cys Gly Ara 

130 135 140 

Val Phe Val Ser Trp Leu Ala Ser Pro He He Gly Gly Tyr Phe Ala 
145 150 155 160 

Phe Leu He Phe Ser Phe He Arg Lys Ala He Leu Tyr Lys Lys Asp 

165 170 175 

Pro Val Ser Ala Met Val Arg He Ala Pro Phe Leu Ser Ala He He 

180 185 190 

He Phe Ala Leu Gly Leu Val Leu He Leu Ser Gly Ala Val Ala Pro 

195 200 205 

Val He Ser Phe Ser Pro Ala Leu Arg He Val Cys Gly Leu Ser Leu 

210 215 220 

Phe Ala Phe Phe Phe Thr He Trp Gly He Arg Phe Phe Lys Leu Ala 
225 2 30 235 240 

He Leu Pro Gin Glu Val Leu Pro Gly Thr Leu Leu Asp Arg Leu Leu 

245 250 255 

Ser Lys Ser Thr Asp Tyr Gly Arg Lys Tyr Leu He Val Glu Arg He 

2S0 265 270 

Phe Ala Tyr Leu Gin Met He He Ala Cys Phe Met Ser Phe Ala His 

275 280 285 

Gly Ser Asn Asp Val Ala Asn Ala He Ala Pro Val Ala Gly He Tyr 

290 295 300 

Arg Thr Leu Tyr Pro Gin Ser Tyr Ser Ser Lys Val Leu Leu Val Phe 
305 310 315 320 

Met Ser Leu Gly Gly Leu Gly Leu Val Cys Gly Leu Ala Thr Trp Gly 

325 330 335 

Trp Arg Val He Asp Thr He Gly Lys Lys He Thr Glu Leu Thr Pro 

340 345 350 

Ser Arg Gly Phe Ser Val Gly Met Ser Ser Ala He Thr He Ala Ala 

355 360 365 

Ala Ser Ser Leu Gly Phe Pro He Ser Thr Thr His Val Val Val Gly 

370 375 380 

Ser Val Leu Gly He Gly Phe Ala Arg Gly Leu Arg Ala He Asn Leu 
385 390 395 400 

Arg He He Lys Asp He Val Leu Ser Trp Phe He Thr Val Pro Ala 

405 410 415 

Gly Ala Ala Leu Ser He Val Phe Phe Leu Leu Leu Arg Ala Leu Phe 
420 425 430 

Cys 



(2) INFORMATIONS POUR LA. SEQ ID NO: 728: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 164 acides amines 

(B) TYPE: acide amine 

{ D ) CONFIGURATION : 1 ineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (719782 720273 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 728: 

Trp Tyr Glu Lys Arg Cys Lys Lys Thr Leu Gly Phe Gly Ser He Ser 
15 10 15 
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Ser Cys lie Pro Arg Ser Ala Val Gly Asp His Phe Asp Thr Arg Phe 

20 25 30 

Leu Ser Arg Xaa Ala Glu Asp lie Ala lie Leu Leu Thr Val Lys Glu 

35 40 45 

Leu Gin Phe Tyr Pro Glu Phe Glu Glu Leu Phe Phe Glu Phe Leu Gin 

50 55 60 

Lys Thr Val Gin Ser Phe Glu Ala Val Ala Lys Thr lie Arg Glu Met 
65 70 75 80 

Asp Arg Leu Leu Glu Ser Ser Phe Gly Gly Asn Arg Ala Asp Lys Thr 

85 90 95 

Arg Val Leu Val Ser Glu Val Ser Asn Leu Glu His Glu Cys Asp Leu 

100 105 110 

Leu Gin Arg Glu Leu Met Lys Val Phe Phe Ser Asp Asp Phe Ala lie 

115 120 . 125 

Gly Thr Lys Gly Phe Val Leu Trp Met Gin lie lie Lys Gly lie Ser 

130 135 140 

Gly lie Ser Asn Asn Ser Glu Lys Leu Ala Tyr Arg Val Ser Met Thr 
145 150 155 160 

Leu Glu Glu Lys 



(2) INFORMATIONS POUR LA SEQ ID NO: 72 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 103 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (720144 720452 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 72 9: 



Met 


Gin 


Val 


Leu 


Ala 


Ser 


Leu 


Phe 


Gly 


Gin 


Ser 


Pro 


Phe 


Ala 


Pro 


Leu 


1 








5 










10 










15 




Gin 


Ala 


His 


Leu 


Glu 


Leu 


Val 


Ser 


Ser 


Thr 


He 


Asn 


Val 


Leu 


Phe 


Pro 








20 










25 










30 






Leu 


Phe 


Ser 


Ala 


Leu 


Lys 


Glu 


Gly 


Asp 


Tyr 


Glu 


Arg 


Val 


Gly 


Val 


Leu 






35 










40 










45 








Ala 


Gin 


Leu 


Val 


Ser 


Ser 


Lys 


Glu 


Arg 


Gin 


Ala 


Asp 


Gly 


Met 


Lys 


Asn 




50 










55 










60 










Asp 


Val 


Arg 


Arg 


His 


Leu 


Ala 


Ser 


Gly 


Val 


Phe 


Leu 


Pro 


Val 


Phe 


Arg 


65 










70 










75 










80 


Ala 


Ala 


Leu 


Leu 


Glu 


He 


He 


Ser 


He 


Gin 


Asp 


Ser 


Leu 


Ala 


Asp 


Xaa 










85 










90 










95 




Leu 


Arg 


He 


Ser 


Gin 


Phe 


Cys 





















100 



(2) INFORMATIONS POUR LA SEQ ID NO: 73 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 321 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 72 0613 721575 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 73 0: 

Met Cys Ala Gin Pro Leu Leu Gin Val Lys Asn Leu Ser Val Ser Leu 

1 5 10 15 

Asn Arg Asn Arg Val Ser Phe Leu Ala Val Asp Ser Leu Ser Phe Asp 

20 25 30 

Val Phe Pro Gly Gin Thr Leu Ala lie He Gly Glu Ser Gly Ser Gly 

35 40 45 

Lys Ser He Thr Ala Gin Ser Leu Met Gin Leu Leu Pro Glu Glu Ser 

50 55 60 

Phe Ser Leu Ser Gly Glu Ala Leu Phe Asn Lys Glu Asn Leu Leu Asp 
65 70 75 80 

Arg Lys Asn Thr Asn Ala Lys Val Leu Phe Gly Ser Lys He Ser Met 

85 90 95 

He Phe Gin Asn Pro Leu Ala Ser Phe Asp Pro Val Phe Thr He Glu 

100 105 no 

Gin Gin Phe His Glu Val He Arg Thr His Leu Gly He Ser Asn Lys 

115 120 125 

Met Ala His Glu Gin Met Leu Ala Val Leu Arg Glu Thr Gly Phe Gin 

130 135 140 

Asp Pro Glu Arg Cys He Lys Leu Tyr Pro His Glu Leu Ser Gly Gly 
145 150 155 160 

Met Leu Gin Arg Met Ala He Ala Met Thr Leu Leu Thr Ser Pro Asp 

165 170 175 

Leu Leu He Ala Asp Glu Pro Thr Thr Ala Leu Asp Val Ser Val Gin 

180 185 190 

Tyr Gin He Leu Gin Leu Leu Lys Thr Leu Gin Lys Lys Thr Gly Met 

195 200 205 

Ser Leu Leu He He Thr His Asp Met Gly Val Val Ala Glu Met Ala 

210 215 220 

Asp Asp Val Phe Val Leu Tyr Ala Gly Arg Met Glu Glu Tyr Ser Ser 
225 230 235 240 

Val Gin Glu He Phe His Ser Pro Ala His Pro Tyr Thr Glu Asp Leu 

245 250 255 

Leu Ala Ser Arg Pro Ser Gin Tyr Arg Gin Gin Thr Phe Val Pro He 

260 265 270 

Ala Gly Gin Pro Pro His Tyr Thr Arg Leu Pro Lys Gly Cys Cys Tyr 

275 280 285 

Ser Pro Arg Cys Arg Lys Ala Gin Pro He Cys Phe Glu Lys Ser Pro 

290 295 300 

Asp Ser Leu Ser Leu Asn Asp His His Arg Val Arg Cys Trp Leu His 
305 310 315 320 

Glu 



(2) INFORMATIONS POUR LA SEQ ID NO : 731: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE : 

(A) LONGUEUR: 266 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 
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(viii) POSITION DANS LE GENOME: 72 1 5 5 9 7 2 23 5 6 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 731: 



Gly 


Ala 


Gly 


iy J. 


Met 


Asn 


Asn 


Pro 


Leu 


Leu 


Leu 


Gin 


Ala 


Cor 


Arg 


Leu 


1 








5 










10 










X ~J 




JL Hi. 




Hi c: 

n i o 


r P\/"r~ 
xyx 


xyx 


LyS 


Arg 


Ser 


r iitr 


x rp 


rile 


Gin 


Lys 


Lys 


Lys 


val 








2 0 










25 
















Si a 
S\ X CX 


X11X 


1 ±11 


IrX U 


Leu 


Asn 


Gin 


Val 


ocl 




Cor 


Leu 


Pro 


Arg 


nib 


Lys 






3 5 










40 










45 








Tip 
IXC 


Tip 
11*= 


ol v 

JL y 


Leu 


lie 


Gly 


Glu 


Ser 


Pi v 




f!l W 
Xjf 


Lys 


Thr 


X ilX 


J—) fcr u. 


Ala 




50 










55 










60 










Leu 


Gly 


Leu 


/A. X Cl 




r .01 1 

XJtr U 


Tip 

11c 


XT x \J 


Leu 


X XIX 


O oy 


Gly 


His 


Leu 


Tip 
lie 


Leu 


65 










7 n 










/ _) 












Asn 


Asp 




AT ^ 


lie 


XT X W 


Leu 


His 


noli 


Xj jy a 


xjy o 


Gly Arg 


m n 

ulil 


iyr 


Leu 










85 










9 0 














Ser 


Ser 


Gin 


Val 


Arg 


Met 


Val 


Phe 


Gin 


Asn 


Pro 


Arg 


Ser 


Ser 


Leu 


Asn 








100 










105 










110 






Pro 


Arg 


Lys 


Thr 


lie 


Phe 


Asp 


Thr 


Leu 


Ser 


His 


Ser 


Leu 


Leu 


xy x 


nib 






115 










120 










125 








Arg 


Leu 


Val 


Ser 


Lys 


Glu 


Glu 


Leu 


Gly 


Ala 


Thr 


Val 


Glu 


Lys 


Ala 


Leu 




130 










135 










140 










Ser 


Leu 


Val 


Gly 


Leu 


Ser 


Thr 


Asp 


Tyr 


Leu 


Tyr 


Ser 


Tyr 


Pro 


His 


Gin 


145 










150 










155 










160 


Leu 


Ser 


Gly 


Gly 


Gin 


Leu 


Gin 


Arg 


He 


Ser 


He 


Ala 


Arg 


Ala 


Leu 


Leu 










165 










170 










175 




Gly Ala 


Pro 


Gin 


Leu 


He 


He 


Cys 


Asp 


Glu 


He 


Val 


Ser 


Ala 


Leu 


Asp 








180 










185 










190 






Leu 


Ser 


Met 


Gin 


Ala 


Gin 


He 


Leu 


Asn 


Met 


Leu 


Thr 


Ser 


Leu 


Gin 


Gin 






195 










200 










205 








Gin 


Ala 


Arg 


Leu 


Thr 


Tyr 


Leu 


Phe 


He 


Ser 


His 


Asp 


Leu 


Ala 


Val 


Val 




210 










215 










220 










Arg 


Ser 


Phe 


Cys 


Ser 


Glu 


Leu 


He 


He 


Met 


Tyr 


Lys 


Gly 


Gin 


He 


Val 


225 










230 










235 










240 


Glu 


Thr 


Gly 


Ala 


Thr 


Glu 


Glu 


He 


Phe 


Cys 


Asn 


Pro 


Gin 


His 


Ser 


Tyr 










245 










250 










255 




Thr 


Arg 


Met 


Leu 


Leu 


His 


Ser 


Gin 


Leu 


Pro 















260 265 



(2) INFORMATIONS POUR LA SEQ ID NO: 732: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 284 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (7223 97 723248 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 732: 

Glu Asn He Val Ser Arg Leu Pro Ser Glu Asp Thr Leu Leu Glu Val 

1 5 10 15 

Asn He Glu Asp He Arg Val Ser Pro Phe Gin Pro Arg Arg Thr Phe 
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20 

Leu Glu Glu Asp 
35 

Leu lie His Pro 
50 

Leu Tyr Tyr Glu 
65 

Leu Ala Gly Tyr 

Asp Asp Met Ala 
100 

Asn Leu Asn Pro 
115 

Val Phe Gly Leu 
130 

Arg Ser Thr Val 
145 

Val Gin Glu Lys 

Val lie Leu Ser 
180 

Lys lie lie Ser 
195 

Lys Arg Leu Val 
210 

Ser Gin Pro Ser 
225 

Thr Phe Gly Tyr 

Val Ser Phe Phe 
260 

Ala Leu Thr Thr 
275 



Leu Lys Glu Leu 
40 

Pro Val Val Arg 
55 

Leu lie Ala Gly 
70 

Lys Thr Val Pro 
85 

Ala Glu Ala Thr 

Leu Glu Met Ala 
120 

Thr Gin Asp Lys 
135 

Ala Asn Tyr Leu 
150 

Met Asn Ser Gly 
165 

Leu Glu Asp Glu 

Cys Lys Leu Ala 
200 

Lys Gly Lys Gly 
215 

Ser Arg Leu Gly 
230 

Pro Val Thr Val 
245 

Val Glu Gly Glu 

Ser Ser Ser Glu 
280 



25 

Val Leu Ser lie 

Glu lie Arg Asn 
60 

Glu Arg Arg Trp 
75 

Va 1 Va 1 Leu Lys 
90 

Leu lie Glu Asn 
105 

Glu Ala Phe Arg 

Val Ala Lys Lys 
140 

Arg Leu Phe Ser 
155 

Glu lie Ser Leu 
170 

Asn Leu Arg Gin 
185 

Val Arg Glu Ala 

Ala Ser Leu Lys 
220 

Phe Cys Gin Glu 
235 

Lys Pro Gin Gly 
250 

Glu Ala Leu Glu 
265 

Ala lie Leu Thr 



30 

Lys Thr Val Gly 
45 

Gly Asp Lys Val 

Arg Ala Leu Gin 
80 

Gin Val Leu Ala 
95 

lie Gin Arg Val 
110 

Arg Leu He Val 
125 

Val Gly Lys Lys 

Leu Pro Gin Glu 
160 

Gly His Ala Lys 
175 

He Leu Ser Gin 
190 

Glu Met Glu Ala 
205 

Glu Asp Ser Ser 

Arg Leu Ala Thr 
240 

Arg Arg He Cys 
255 

Ala Leu Glu Lys 
270 



(2) INFORMATIONS POUR LA SEQ ID NO: 733: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 407 acides amines 

(B) TYPE: acide amine 

{ D ) CONF I GURAT I ON: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (723378 724598 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 733: 

Arg Asn Arg He Phe Thr Met Tyr Asn Val Lys Lys Asp Phe Pro He 

1 5 10 15 

Phe Lys Asn Gin Gly Asp Pro Tyr Val Tyr Leu Asp Ser Ala Ala Thr 

20 25 30 

Thr His Lys Pro Gin Cys Val He Asp Ser He Val Asp Tyr Tyr Ser 

35 40 45 

Ser Ser Tyr Ala Thr Val Asn Arg Ala Leu Tyr Thr Ala Ser His Asp 

50 55 60 

He Thr Phe Ala His Trp Gin Val Arg Ser Lys Val Gly Ser Trp He 
65 70 75 80 
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x y 






iyr 


Asp 


fir, 
\j 111 


LrlU 


Tip 
lie 


Tip 
lie 


ill tr 


X 111 


Arg 


C 1 \r 

vji iy 


X ill 


X ilx 


Ser 










oc 
0 _> 




















Q ^ 




Cor 


Hell 


Sen 


l_iell 


T .01 1 

lie Li 




Tip 
lie 


Ala 


Ala 
r\ x a 


Aon 


A cn 


Coy 

•Del 


irp 


Leu 


a 1 a 
/\la 


pit? 

biy 








1UU 










1 U D 










1 1 u 






P 1 W 


XJUX 


\T=x 1 
val 


vai 


Tlo 

lie 


Ser 


p 1 1 1 

O 1U 


Ala 
Ala 


Pin 
blU 


MIS 


Hi c 

HIS 


Ala 

Aia 


Asn 


Leu 


vai 


Ser 






11C 
11 j 










190 

1ZU 










l 7 c; 








Trp 


Pin 
b»lU 


Leu 


Al a 

Aia 


Cys 


Lrin 


Arg 


Ser 


Lj7 1 y 


Ala 

Aia 


inr 


lie 


Lys 


Lys 


vai 


Arg 




x J U 










1j J 










1 j4 0 

1 41 u 










vai 


Asp 


Asp 


bslU 


c»iy 


riec 


vai 


Asp 


Cys 


Asn 


HIS 


Leu 


G1U 


Gin 


Leu 


Leu 


1 A R 
1 *± _> 










1 DU 










1 J J 










1 D u 


Lys 


L?in 


p 1 1 r 

b-iy 


Val 


ol« 


Leu 


vai 


Ser 


Leu 


Ala 

Aia 


ii 1 S 


vai 


Ser 


Asn 


vai 


Ser 










1DD 










1 / u 










1 / _> 




Giy 




vai 


Leu 


Pro 


Leu 


Pro 


L*1U 


lie 


a i =1 
Aia 


HIS 


Leu 


vai 


tit - 

HIS 


Arg 


Tyr 








1 0 u 




















1 Q A 

1 y u 






Glu 


Ala 


Leu 


Fne 


Ala 


vai 


Asp 


Cjiy 


Ala 


Cjin 


biy 


vai 


Gly 


Lys 


Gly 


Pro 






17 J 










ZUU 










one 
zUj 








Leu 


Asn 


Leu 


Ser. 




Trp 


tjiy 


Val 


Asp 


jfne 


Tyr 


TV i 

Aia 


irne 


Ser 


Giy 


HIS 




z 1 u 










91^ 

zi j 










Z Z VJ 










Lys 


Leu 


Tyr 


Ala 


Pro 


inr 


pit/ 
briy 


Ti Q 

lie 


P 1 \r 

<j ly 


Val 


Leu 


Tyr 


biy 


Lys 


Lys 


bj 1U 


ZZ J 










Z JU 




















0 a n 

Z 4t u 


Li 611 


Leu 


ulU 




Lieu 


Prn 

Xrx <-> 


tr x (J 


vai 




P 1 \/ 


plu 
x y 


P 1 \r 

L?iy 


Asp 


L le L. 


val 


Tip 
1 le 




















9*^0 

_J L> 










_j _j 




vai 


xyr 


Asp 


.rr 1 1 fcr 


olu 


X Li. 


Leu 


Cor* 
oex 


iyr 


Pin 


p lii 

u X IX 


.rr 1 lj 


Xr 1 LJ 


Leu 


Arg 


irile 








2 6 0 










265 










27 0 






V7 1 U 


nla 


uiy 


1x11 


Jr X vJ 


nib 


Tip 
lie 


Als 
/\i a 


uiy 


\/a 1 

v a 1 


Leu 


p 1 -Vr 

Vj7 x y 


Leu 


pi 
uiy 


Ala 
/\la 


Ala 
r\la 






275 










280 










285 








Tip 

X JL e 




±yr 


l_ie Li. 


Gin 


Ala 


Leu 


Prn 
tr X LJ 


Phe 


Cnr 

Oex 


Tip 

lie 


X 111 




A trx 


lieLl 


X ill 




2 9 0 










29 5 










3 00 










p l - 1 


Leu 


Tnr 


nib 


rile 


Leu 


iyr 


Pin 
blU 


pin 

bill 


Leu 


Leu 


1 ill 


Val 


Pro 


Pit; 

biy 


T 1 a 
lie 


o^ 
_> w j 










J X w 










J X J 










19 0 


pin 


11c 


lit? 


nl v 


Jr 1 


lj_y a 


pin 

ur 111 


Ctrl \y 
Lily 


ai a 
r\ x a 


Ala 
r\xa 


Arg 


biy 


C* /-1 ■*- 
Oel 


Leu 


Pwo 


Ser 










3 2 5 










3 3 0 










j j -j 




He 


Ser 


He 


Pro 


Gly 


Val 


Gin 


Ala 


Ser 


Asp 


Leu 


Gly 


Phe 


Leu 


Leu 


Asp 








340 










345 










350 






Gly 


Arg 


Gly 


He 


Ser 


Val 


Arg 


Ser 


Gly 


His 


Gin 


Cys 


Ser 


Gin 


Pro 


Ala 






355 










360 










365 








Met 


Val 


Arg 


Trp 


Asp 


Leu 


Gly 


His 


Val 


Leu 


Arg 


Ala 


Ser 


Leu 


Gly 


He 




370 










375 










380 










Tyr 


Asn 


Asp 


Gin 


Gin 


Asp 


He 


Leu 


Leu 


Phe 


Val 


Glu 


Ala 


Leu 


Lys 


Asp 


385 










390 










395 










400 


He 


Leu 


Arg 


Ala 


Tyr 


Arg 


Ser 





















405 



(2) INFORMATIONS POUR LA SEQ ID NO: 734: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 39 6 acides amines 

(B) TYPE: acide amin£ 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (72457 6 7257 63 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 734: 

Thr Met Trp Gly Thr His Gin Gin Arg Gin He His Pro Asp Ala Arg 
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1 

Leu Ala Asp Val 
20 

Val Phe Arg Glu 
35 

Ser Trp lie Tyr 
50 

Glu Glu Arg Ser 
65 

Ser Leu Ser Val 

Ala Arg Ala Phe 
100 

Leu His Ser Leu 
115 

Glu Gly Arg Glu 
130 

Cys Ser Glu Glu 
145 

Phe Val Leu Gly 

Ala Leu Pro Asp 
180 

Gly Glu Glu Ala 
195 

Thr Glu Arg lie 
210 

Ala Cys Ala Leu 
225 

Arg Asn Ser Phe 

Val Lys Val Leu 
260 

His Asp Asp Arg 
275 

Glu Glu Gly Ser 
290 

Gly Thr Leu Ser 
305 

Asn Arg Ala Ser 

Asp Val Lys Ala 
340 

Leu Leu Thr Tyr 
355 

Gin Ala Leu Gin 
370 

Phe Pro Lys Leu 
385 



5 

Thr Arg Ser Val 

Ala Cys Ser Trp 
40 

Cys Val Gly Gly 
55 

Ala Thr Cys Val 
70 

Leu Pro Ala Glu 
85 

Phe Gin Lys His 

Leu Arg Gly Glu 
120 

Leu Gin Thr Pro 
135 

Glu Asn Lys Lys 
150 

Lys Gly Ala Ala 
165 

Asn Val Tyr Leu 

Glu Leu Val Leu 
200 

lie Trp Ala His 
215 

lie Gin Asp Met 
230 

Phe Leu Lys Gly 
245 

Gly Gly Asp Phe 

Glu Thr Thr Ser 
280 

Phe Ser Phe Glu 
295 

Asn Ala Tyr Gin 
310 

Ala Ser Thr Phe 
325 

Ser His Gly Ala 

Leu Arg Ser Arg 
360 

Lys Ser Phe Leu 
375 

Gin Lys Gin Asp 
390 



10 

Trp Arg Gin Tyr 
25 

Leu Lys Glu Met 

Cys Glu lie Gly 
60 

Phe Val Asn Gly 
75 

He He Val Ala 
90 

Asp Glu Glu Asp 
105 

Glu Gly Thr Val 

Leu Phe Val Gin 
140 

Thr Val Ser Val 
155 

He Ser He Glu 
170 

Phe Gly Lys Thr 
185 

Thr Met Lys Pro 

His Val Glu Val 
220 

Arg Ser Met Gly 
235 

Glu Ala Ala His 
250 

Leu Gly Val His 
265 

Arg Gin Asn He 

Gly Gly He Tyr 
300 

Lys His Asp Thr 
315 

Pro Arg Leu Glu 
330 

Thr Val Gly Ser 
345 

Gly Phe Ser Leu 

Thr Leu Asp He 
380 

Leu Tyr His Val 
395 



15 

Gin Arg Asp His 
30 

Thr Gin Glu Asp 
45 

Ala He Ser Pro 

Cys Phe Ala Pro 
80 

Pro Leu Arg Glu 
95 

Val Val Glu Glu 
110 

He Tyr He Pro 
125 

His His Tyr Val 

Pro Tyr He Val 
160 

Met Gly Met Ser 
175 

Leu Cys Phe Leu 
190 

Leu Pro Lys Gly 
205 

Glu Arg Arg Gly 

Lys Gly Trp Phe 
240 

Gly Glu Ser Leu 
255 

Asn Thr Met His 
270 

Arg Ser He Leu 
285 

He Ser Pro Arg 

Leu Leu Leu Ser 
320 

He Leu Thr Asp 
335 

Leu Asn Ala His 
350 

He Glu Ala Lys 
365 

Glu Lys Pro Tyr 



(2) INFORMATIONS POUR LA SEQ ID NO : 73 5: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 250 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineaire 

( i i i ) H YPOTHET I QUE : oui 
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(viii) POSITION DANS LE GENOME: complement ( 7257 67 7 2 65 1 6 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 73 5: 

Met Tyr Met Tyr Val Val Lys Lys Lys Arg Ser Leu Glu Gly Leu Ser 

15 10 15 

Leu Ser lie His Pro Gly Glu Leu His lie He Met Gly Pro Asn Gly 

20 25 30 

Ala Gly Lys Ser Thr Leu Ala Lys Val Leu Ser Gly Asp Glu Ser Val 

35 40 45 

Glu Val Ser Ser Gly Thr Met Thr Leu Ala Gly Gin Asp Leu Leu Glu 

50 55 60 

Leu Ser Pro Glu Glu Arg Ala His Ala Gly Met Phe He Ser Phe Gin 
65 70 75 80 

His Pro Pro Glu He Pro Gly Val Asn Asn Arg He Phe Leu Lys Glu 

85 90 95 

Ala Cys Asn Ala Cys Arg Lys Ala Arg Asn Gin Val Val Leu Asp Asp 

100 105 110 

Ala Ala Phe Glu Glu Leu Leu Thr His Leu Glu Glu Val Tyr Gly Phe 

115 120 125 

Pro Gly Phe His Phe Phe Ser Asn Arg Asn Val Asn Glu Gly Phe Ser 

130 135 140 

Gly Gly Glu Lys Lys Lys Asn Glu Leu Trp Gin Met Leu Ala Leu Glu 
145 150 155 160 

Pro Lys Met Val Val Leu Asp Glu Pro Asp Ser Gly Leu Asp Val Asp 

165 170 175 

Ala Leu Lys Gly He Cys Ser Val Leu Gin Arg Tyr Arg Gin Gin His 

180 185 190 

Pro Glu Thr Ala Phe Cys He Val Thr His Asn Pro Arg Leu Gly Asp 

195 200 205 

Leu Leu Gin Pro Asp His Val His He Leu Leu Asn Gly Arg Val Val 

210 215 220 

Phe Ser Gly Asp Met His Leu Met Glu Glu Leu Glu Arg Lys Ser Tyr 
225 230 235 240 

Gin Glu Leu Leu Asp Val Val Thr Gin Glu 
245 250 



(2) INFORMATIONS POUR LA SEQ ID NO : 73 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 94 ac ides .amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 72653 8 7 2 68 1 9 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 73 6: 



Leu His Ala Gly Asp Ser Met Leu 
1 5 
Thr Asp Pro Gin He Val Val Asn 
20 

Glu Ala Ala Thr Ser Lys Leu Arg 



Val Gly Glu Arg Cys Gly Ala Tyr 

10 15 
Asn Gly Glu Ser Cys Val Glu His 
25 30 
Glu Asp Gin Leu Phe Tyr Leu Arg 
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35 40 
Ser Arg Gly Phe Asn Thr Glu Glu 

50 55 
Phe Cys Arg Glu Val lie Glu Leu 
65 70 
Ala Thr Lys Leu Leu Met lie Lys 
85 



45 

Ala Val Ser Leu Val Val His Gly 
60 

Leu Pro Leu Glu Phe Ala Arg Glu 

75 80 
Leu Glu Asn Ser Val Gly 
90 



(2) INFORMATIONS POUR LA SEQ ID NO: 737: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 247 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( iii ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement { 72 67 53 7274 93 ) 

<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 737: 

Phe Ser Glu Ala Leu Phe Arg lie Val Val Pro Ala Arg Asp Asn Phe 

15 10 is 

Phe Ala Ala Leu Asn Ser Ala Val Phe Ser Asp Gly Ser Phe Val Tyr 

20 25 30 

lie Pro Lys Gly Val Cys Cys Pro Met Glu He Ser Thr Tyr Phe Arg 

35 40 45 

He Asn Asp Lys Glu Ser Gly Gin Phe Glu Arg Thr Leu He He Ala 

50 55 60 

Glu Asp Asp Ser Tyr Val Ser Tyr Leu Glu Gly Cys Thr Ala Pro Ser 
65 70 75 80 

Phe Ser Ser His Gin Leu His Ala Ala Val Val Glu Leu Val Ala His 

85 90 95 

Asn Arg Ser Val He Arg Tyr Ser Thr Val Gin Asn Trp Tyr Pro Gly 

100 105 no 

Asp Arg Lys Thr Gly Lys Gly Gly He Tyr Asn Phe Val Thr Lys Arg 

115 120 125 

Gly Leu Cys Ala Gly Glu His Ser Lys He Ser Trp Ser Gin Val Glu 

130 135 140 

Val Gly Ala Ala He Thr Trp Lys Tyr Pro Ser Cys He Leu Lys Gly 
145 150 155 160 

Glu Asn Ser Val Gly Glu Ehe Tyr Ser He Ala Leu Thr Asn Gly Lys 

165 170 175 

Met Gin Ala Asp Thr Gly Thr Lys Met Leu His He Gly Lys Gly Ser 

180 185 190 

Ser Ser Thr He Val Ser Lys Gly He Ser Ala Glu Glu Ser His Asn 

195 200 205 

Thr Phe Arg Ser Leu Val Ser lie Ser Ser Gin Ala Val Gly Ser Cys 

210 215 220 

Asn Tyr Thr Gin Ala Thr Leu Cys Leu Leu Glu Ser Ala Ala Gly Leu 
225 230 235 240 

He Arg He His Lys Leu Leu 
245 



(2) INFORMATIONS POUR LA SEQ ID NO : 738: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 172 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (7 274 69 727 984 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 738: 



Met 


Asp 


Ala 


Pro 


Val 


Asp 


Lys 


Pne 


Leu 


Gin 


Gin 


Gin 


Glu 


Tyr 


Pro 


Tyr 


1 








5 










10 










15 




Gly 


Phe 


Val 


Thr 
20 


Pro 


He 


Gin 


Ser 


Glu 
25 


Gly 


Leu 


Ala 


Pro 


Gly 
3 0 


He 


Ser 


Glu 


Glu 


His 
35 


lie 


Glu 


Gin 


Leu 


Val 
40 


His 


Leu 


Arg 


Gly 


Glu 
45 


Pro 


Lys 


Phe 


Leu 


Leu 
50 


Asp 


Phe 


Arg 


Leu 


Lys 
55 


Ala 


Phe 


Arg 


Leu 


Trp 
60 


Gin 


Lys 


Met 


Glu 


Glu 


Pro 


Thr 


Trp 


Ala 


Arg 


Leu 


Arg 


Tyr 


Pro 


Pro 


He 


Ala 


Tyr 


Asp 


Asp 


65 










70 










75 










80 


He 


Val 


Tyr 


Phe 


Ser 
85 


Ala 


Pro 


Lys 


Thr 


Lys 
9 0 


Lys 


Pro 


Leu 


Gly 


Lys 
95 


Leu 


Glu 


Asp 


Ala 


Asp 
100 


Pro 


Glu 


He 


Leu 


Glu 
105 


Thr 


Phe 


Lys 


Lys 


Leu 
110 


Gly 


He 


Pro 


He 


Asp 
115 


Glu 


Gin 


Lys 


Arg 


Leu 
120 


Leu 


Asn 


Val 


Gin 


Asp 
125 


Val 


Ala 


Met 


Asp 


Leu 
130 


Val 


Phe 


Asp 


Ser 


Val 
135 


Ser 


He 


Gly 


Thr 


Thr 
140 


Phe 


Lys 


Lys 


Thr 


Leu 


Glu 


Asp 


Ala 


Gly 


Val 


He 


Phe 


Cys 


Ser 


Phe 


Arg 


Glu 


Ala 


He 


His 


145 










150 










155 










160 


Asn 


Tyr 


Pro 


Asp 


Leu 
•165 


Val 


Lys 


Arg 


Tyr 


Leu 
170 


Gly 


Ser 











(2) INFORMATIONS POUR LA SEQ ID NO: 739: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 150 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui - 

(viii) POSITION DANS LE GENOME : complement (728329 728778 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 73 9: 

Val He Tyr Phe Leu Glu He Arg Phe Trp Val Val Ala Arg Glu Gly 

15 10 15 

Phe Gly Val Phe Leu Arg Leu Val Leu Val Phe Trp Val Gly His Tyr 

20 25 30 

Asn Leu Gly Leu Cys Tyr Leu Thr Leu Asp Lys Thr Arg Leu Ala Leu 

35 40 45 

Lys Ala Phe Gin Glu Ser Leu Leu Leu Asn Ala Glu Asp Ala Asp Ala 

50 55 60 

His Phe Tyr He Gly Leu Ala His Met Asp Leu Lys Gin Asn Glu Gin 
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65 

Ala Tyr Asp Ala 

Arg Ser His Tyr 
100 

Glu Lys Ala Glu 
115 

Phe Ala Pro Leu 
130 

Lys Lys Glu Thr 
145 



70 

Phe Tyr Arg Ala 
85 

Leu Leu Gly Tyr 

Thr Glu Leu Ser 
120 

Leu Gin Lys Thr 
135 

Leu Phe 
150 



75 

Leu Gly lie Asn 
90 

Leu His His Met 
105 

Phe Leu Val Ala 

Val Ser Ser Ser 
140 



80 

Leu Asp His Glu 
95 

Gin Gly Glu Ser 
110 

Lys Glu Ser Val 
125 

Val Phe Leu Ser 



(2) INFORMATIONS POUR LA SEQ ID NO: 740: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 19 6 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 7287 5 9 7 29 3 4 6 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 740: 



Gin 


Gly 


Thr 


Thr 


Met 


Glu 


Glu 


Ala 


Glu 


Lys 


His 


Leu 


Ala 


Lys 


Glu 


Phe 


1 








5 










10 








15 




Leu 


Cys 


Ser 


Gly 


He 


Asn 


Leu 


Phe 


Leu 


Ser 


Gly 


Glu 


Tyr 


Glu 


Gin 


Ala 








20 










25 










30 






Glu 


Glu 


Arg 


Leu 


Lys 


Glu 


Ser 


Leu 


Glu 


Leu 


Asp 


Ser 


Glu 


Ala 


Gly 


Leu 






35 










40 










45 






Ala 


Tyr 


Cys 


Tyr 


Leu 


Gly 


He 


He 


Ala 


Leu 


Glu 


Thr 


Gly 


Arg 


Thr 


Ala 




50 










55 










60 










Glu 


Ala 


Leu 


Val 


Trp 


Cys 


Lys 


Gin 


Gly 


Leu 


Glu 


Ala 


Glu 


Pro 


Gly Asp 


65 










70 










75 










80 


Ser 


Tyr 


Leu 


Arg 


Tyr 


Cys 


Tyr 


Gly 


Val 


Ala 


Leu 


Asp 


Lys 


Ala 


Asp 


Arg 










85 










90 










95 




Leu 


Glu 


Glu 


Ala 


He 


Gly 


His 


Tyr 


Gin 


Val 


Tyr 


Ala 


Glu 


Leu 


His 


Pro 








100 










105 










110 






Glu 


Asp 


He 


Glu 


Cys 


Leu 


Phe 


Ser 


Leu 


Gly 


Ser 


Ala 


Tyr 


His 


Arg 


Leu 






115 










120 










125 






Leu 


Arg 


Tyr 


Glu 


Glu 


Ala 


He 


Ala 


Cys 


Phe 


Asp 


Arg 


He 


Ala 


Gin 


Leu 




130 










135 










140 










Asp 


Pro 


Trp 


Asn 


Pro 


Gin 


Gly 


Leu 


Tyr 


Asn 


Lys 


Ala 


Val 


He 


Leu 


Ser 


145 










150 










155 










160 


Asp 


Met 


Glu 


Asp 


Glu 


Glu 


Gly 


Ala 


He 


Asp 


Leu 


Leu 


Glu 


Ser 


Thr 


Val 










165 










170 










175 




Lys 


Arg 


Asn 


Pro 


Leu 


Tyr 


Trp 


Lys 


Ala 


Trp 


Val 


Lys 


Leu 


Gly 


Tyr 


Leu 








180 










185 










190 






Leu 


Ser 


Arg 


Asn 



























195 



(2) INFORMATIONS POUR LA SEQ ID NO: 741: 



(i) CARACTERI STIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 995 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (729442 .. 73 2426 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 741: 



Thr 


Leu 


Ala 


Glu 


Asn 


Val 


Leu 


Gin 


Tvr 

±y 1 


Asn 


Val 


Gly 


He 


Ser 




ni y 


1 








5 










10 










15 




Ala 


He 


Arg 


Asp 


He 


Pro 


Thr 


Arg 


Val 


lip 


His 


Thr 


Asp 


Glu 


vjlll 


vjiy 








20 










25 










30 






Asn 


Ly s 


Arg 


Leu 


Val 


Pro 


Val 


Arg 


Lys 


Asp 


xyr 


Tip 
1 1c 


Lys 


Lys 




/\ 1 Cl 






35 










40 










45 








Asp 


Phe 


Leu 


Ala 


Gin 


Glu 


Leu 


His 


Met 


Asp 


Arg 


Asp 


Phe 


Val 


ulU 


ASp 




50 










55 










60 










Thr 


He 


His 


Ala 


Lys 


Ala 


Ser 


Val 


Leu 


wiy 




v d 1 


Pro 


Tyr 


lie 


Leu 


65 










70 










7 5 










ft n 


Gin 




Asn 


Val 


Ser 


Glu 


Arg 


1 11 JL 


r lie 




ai y 


T .01 1 


Lys 


Met 


Leu 












85 










9 0 


















irp 


Jr J, vJ 


v-» jl y 


l_» fc: n 


n jl & 


val 




Cor 
ocl 


O til 


V d 1 


Arg 


Arg 


rll S 


Tyr 








i on 










1 \J J 










110 






D >~ f-\ 

tr 1 \J 


Pin 
Vj 1 u 


Vj 1 y 


Arg 


X 111 


veil 


Ala 
r\ 1 d 


Asp 


Leu 


Leu 


Pi v 


Tyr 


Val 


Gly 


Pro 


lie 






115 










120 










125 








S er 


Ala 


Glu 


Glu 


His 


Arg 


Lys 


Tip 
lie 


TV* v- 

im 


TV >-/t 

rVl y 


Pin 
olLl 


Leu 


Gly Asn 


Leu 


Arg 




13 0 










13 5 










140 










Glu 




He 


Arg 


Ala 




Glu 


Glu 


oiy 


UlU 




O -y- r^i 


Lys 


Phe 


Pro 


Ala 

Aid. 


145 










150 










1 J J 










1 n 
1 0 \j 


Gly 


He 


Ser 


Ser 


Val 


Asp 


Gin 


Val 


ni y 




Leu 


LGU 


His 


Glu 


Leu 


1 u 










165 










17 0 










1 / .J 




Met 


His 


Ala 


TVr 
■ L Jr i 


Gly 


Leu 


Asn 


Ser 


Leu 


He 


Gly 




Leu 


Val 


val 


Pill 








180 










185 










190 






Ala 


Phe 


Cys 


Asp 


Arg 


Lys 


Leu 


Arg 


0 1 y 


jUieu 


Tip 
lie 


vj» 1 y 


Lys 


Arg 


Ser 








195 










200 










205 








Leu. 


Val 


Asp 


Arg 


Arg 


Gly 


Asn 


Phe 


He 


Gin 


Glu 


Met 


Glu 


Gly 


Cor 
ocl 


Ser 




210 










215 










220 










Val 


-L y 


Cpr 


i 1 w 




Arg 


JL 11 JL 


lie 


pi n 

V3111 


Leu 


1 ill 


lie 


Ser 


Thr 




Leu 


225 










230 










23 5 










24 0 


Gin 


Ala 


Phe 


Ala 


His 


Glu 


Leu 


Leu 


Ala 


Glu 


His 


Glu 


Arg 


Gly 


Glu 


Cys 










245 










250 










255 




Phe 


Thr 


He 


He 


Asp 


Ser 


Gly 


Val 


Ser 


Asn 


Asn 


He 


Leu 


Pro 


Pro 


Phe 








260 










265 










270 






Phe 


Pro 


Trp 


He 


Lys 


Gly 


Gly 


Ala 


He 


Val 


Ala 


Met 


Asp 


Pro 


Lys 


Asn 






275 










280 










285 








Gly 


Gin 


He 


Leu 


Ala 


Met 


Ala 


Ser 


Ser 


Pro 


Arg 


Tyr 


Asp 


Asn 


Asn 


Asp 




290 










295 










300 










Phe 


He 


Asn 


Met 


Lys 


Asp 


Ser 


Pro 


Asn 


Gin 


Glu 


Glu 


Cys 


Arg 


Ser 


Ser 


305 










310 










315 










320 


Val 


Leu 


Arg 


Trp 


Leu 


Glu 


Asn 


Leu 


Glu 


Tyr 


He 


Gly 


Glu 


Val 


Phe 


Asp 










325 










330 










335 




Arg 


Arg 


Val 


Pro ' 


Leu 


Arg 


Arg 


Glu 


Arg 


Leu 


Asp 


Pro 


Leu 


Ser 


Gly 


Lys 








340 










345 










350 






Tyr 


Phe 


Asp 


Glu 


Glu 


Leu 


Ser 


Phe 


Ser 


Tyr 


Arg 


Ala 


Phe 


Leu 


Asp 


Phe 






355 










360 










365 








He 


Leu 


Pro 


Asp 


Thr 


Ser 


Lys 


Val 


Lys 


Gin 


Met 


Leu 


Cys 


Glu 


Lys 


Gly 




370 










375 










380 










Ser 


He 


Gly 


Leu 


Ser 


He 


Tyr 


Leu 


Gin 


Gly 


Thr 


He 


Glu 


Gin 


Leu 


Leu 
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385 

Glu Met Phe Glu 

Leu Phe Pro Lys 
420 

Leu Lys Arg Gin 
435 

Glu Val Gin Ala 
450 

Ser Ala Asn Tyr 
465 

Val Asp Pro Glu 

Met Ser Val Leu 
500 

Arg Lys Ser Phe 
515 

Phe Thr Ala Trp 
530 

Arg Asp Glu Glu 
545 

Asp Tyr Leu Val 

Glu His Met Asp 
580 

Pro Leu Gly Asn 
595 

Leu Arg Ser Gly 
610 

Phe Leu His Lys 
625 

Phe Ala Ala Phe 

Gin Tyr Pro Leu 
660 

Leu lie Ala Ser 
675 

His Ala Phe Gly 
690 

Ser Ala Tyr Ser 
705 

Ser Lys Leu Leu 

Gly Lys Pro His 
740 

Phe Phe Lys Gly 
755 

Tyr lie Asp Leu 
770 

Ser Leu Leu Val 
785 

Ala Ala Lys Leu 

Gly Glu Tyr Ala 
820 

Gly Leu Tyr Ala 
835 

Leu Gin Thr Ala 
850 



390 

Cys Glu Glu Lys 
405 

Glu Asp Gly His 

Lys Gin Phe Lys 
440 

Phe Arg Glu Arg 
455 

Asp Lys lie Leu 
470 

Lys Val Ser lie 
485 

Asp Phe Val Asp 

Ala Lys Leu Met 
520 

Arg Glu Glu His 
535 

Leu Glu Arg Lys 
550 

Glu Glu Arg Ser 
565 

Ser Phe lie Thr 

Pro Tyr Tyr Gin 
600 

Ala Tyr Pro Ala 
615 

His Leu Ser Gin 
630 

Arg Glu Phe Ser 
645 

Thr Leu Thr Arg 

Phe Tyr Pro Leu 
680 

Gin Ala Ala Thr 
695 

Val Leu Val Gin 
710 

Val lie Val Asp 
725 

Val Gly Phe Phe 

Gly lie Leu Pro 
760 

lie Ala Ala Leu 
775 

Ser Glu Tyr Leu 
790 

Phe Gly Phe Gly 
805 

Gly Arg Val Pro 

Thr Ala lie Gly 
840 

Val Met Met Ala 
855 



395 

Glu Cys Gly Leu 
410 

Glu He He Gly 
425 

Ala He Leu Ala 

Leu Gly Ser He 
460 

Phe Leu Asp Leu 
475 

Ser Leu Leu Ala 
490 

Tyr Gin Gly His 
505 

Glu Asn Ala Phe 

Phe Thr Gin Phe 
540 

Gin Arg Tyr Pro 
555 

Arg Gin Tyr Ala 
570 

Phe Leu Leu Ser 
585 

Glu He Ala Cys 

Leu Glu Trp Arg 
620 

Thr Ser Tyr Asp 
635 

Glu Leu Lys Arg 
650 

Asn He Glu Gin 
665 

Tyr Gly Tyr Gly 

Leu Gly Ser He 
700 

His Leu Ser Asp 
715 

Lys Gin Ser Leu 
730 

Lys Asp Gly Ser 
745 

Gly Asn Asp Tyr 

Glu Met Ser Ser 
780 

Ser Asp Pro Glu 
795 

Glu Lys Thr Gly 
810 

He Asp Val Ala 
825 

Gin His Thr Leu 

Thr Leu Val Asn 
860 



400 

Val Phe Asp Val 
415 

Glu Val Thr Ser 
430 

Glu Arg Glu Glu 
445 

Phe Ala Asp Leu 

Leu Arg Thr Ala 
480 

Glu He Gly His 
495 

Phe He Ala Leu 
510 

He Asp His Asp 
525 

He Lys Gin Lys 

Thr Pro Tyr Val 
560 

Leu Phe Cys Arg 
575 

Glu He Glu Pro 
590 

Trp Arg Gin Glu 
605 

Glu His Tyr Asp 

Leu Cys Glu Leu 
640 

Pro Leu Tyr Gly 
655 

He Glu Gin Asp 
670 

His Leu Ser Ala 
685 

Phe Lys Leu Val 

Gin Glu Asp Leu 
720 

Gly Leu Arg Ser 
735 

Pro He Ala Ser 
750 

Ser Gly Arg Gly 
765 

Asn Pro Tyr Phe 

Asp Leu Cys Glu 
800 

He Gly Leu Pro 
815 

Tyr Asn Arg Ser 
830 

Val Val Thr Pro 
845 

Gly Gly He Val 
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Tyr Gin Pro Ser Leu lie Gin Gly Glu Trp Tyr Gin Gly Ser Phe Ser 
865 870 875 880 

Pro Glu Gin Ala Lys Lys Lys Arg Glu lie Phe Leu Pro Asp Ser lie 

885 890 895 

Val Asp Leu Phe Lys Arg Gly Met His Asn Val He Trp Gly Gin Tyr 

900 905 910 

Gly Thr Thr Arg Phe Met Arg Gin Arg Phe Ala Pro Glu Arg Leu Ala 

915 . 920 925 

Arg He He Gly Lys Thr Ser Thr Ala Glu Val He Ala Arg Val Gly 

930 935 940 

Leu Asp Arg Glu Arg Gly Arg Met Lys Leu Lys Asp Val Trp Phe Ala 
945 950 955 960 

Ala Val Gly Tyr Glu Asp Glu Ala Leu Ser His Pro Asp He Val Val 

965 970 975 

Val Val Tyr Leu Arg Leu Gly Glu Phe Gly Arg Asp Leu Arg Leu Trp 
980 985 990 

Gin Cys Val 
995 



(2) INFORMATIONS POUR LA SEQ ID NO: 742: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 394 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 73 3 246.-734427 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 742: 

Met Lys Lys Leu Leu Lys Ser Val Leu Val Phe Ala Ala Leu Ser Ser 

15 10 15 

Ala Ser Ser Leu Gin Ala Leu Pro Val Gly Asn Pro Ala Glu Pro Ser 

20 25 30 

Leu Met He Asp Gly He Leu Trp Glu Gly Phe Gly Gly Asp Pro Cys 

35 40 45 

Asp Pro Cys Thr Thr Trp Cys Asp Ala He Ser Met Arg Met Gly Tyr 

50 55 60 

Tyr Gly Asp Phe Val Phe Asp Arg Val Leu Gin Thr Asp Val Asn Lys 
65 70 _ 75 80 

Glu Phe Gin Met Gly Ala Lys Pro Thr Thr Ala Thr Gly Asn Ala Ala 

85 90 . 95 

Ala Pro Ser Thr Cys Thr Ala Arg Glu Asn Pro Ala Tyr Gly Arg His 

100 105 110 

Met Gin Asp Ala Glu Met Phe Thr Asn Ala Ala Tyr Met Ala Leu Asn 

115 120 125 

He Trp Asp Arg Phe Asp Val Phe Cys Thr Leu Gly Ala Thr Ser Gly 

130 135 140 

Tyr Leu Lys Gly Asn Ser Ala Ser Phe Asn Leu Val Gly Leu Phe Gly 
145 150 155, 160 

Asp Asn Glu Asn His Ala Thr Val Ser Asp Ser Lys Leu Val Pro Asn 

165 170 175 

Met Ser Leu Asp Gin Ser Val Val Glu Leu Tyr Thr Asp Thr Thr Phe 

180 185 190 

Ala Trp Ser Ala Gly Ala Arg Ala Ala Leu Trp Glu Tyr Gly Cys Ala 
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195 200 2 05 

Thr Leu Gly Xaa Ser Phe Gin Tyr Ala Gin Ser Lys Pro Lys Val Glu 

210 215 220 

Glu Leu Asn Val Leu Cys Asn Ala Ala Glu Phe Thr He Asn Lys Pro 
225 230 235 2 40 

Lys Gly Tyr Val Gly Gin Glu Phe Pro Leu Asp Leu Lys Ala Gly Thr 

245 250 255 

Asp Gly Val Thr Gly Thr Lys Asp Ala Ser He Asp Tyr His Glu Trp 

260 265 270 

Gin Ala Ser Leu Ala Leu Ser Tyr Arg Leu Asn Met Phe Thr Pro Tyr 

275 280 285 

He Gly Val Lys Trp Ser Arg Ala Ser Phe Asp Ala Asp Thr He Arg 

290 295 300 

He Ala Gin Pro Lys Ser Ala Thr Thr Val Phe Asp Val Thr Thr Leu 
305 310 315 320 

Asn Pro Thr He Ala Gly Ala Gly Asp Val Lys Ala Ser Ala Glu Gly 

325 330 335 

Gin Leu Gly Asp Thr Met Gin He Val Ser Leu Gin Leu Asn Lys Met 

340 345 350 

Lys Ser Arg Lys Ser Cys Gly He Ala Val Gly Thr Thr He Val Asp 

355 360 365 

Ala Asp Lys Tyr Ala Val Thr Val Glu Thr Arg Leu He Asp Glu Ara 

370 375 380 

Ala Ala His Val Asn Ala Gin Phe Arg Phe 
385 390 



(2) INFORMATIONS POUR LA SEQ ID NO: 743: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 282 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 73 4 8 14 7 3 5 6 5 9 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 743: 

Leu Glu Leu Pro Cys Lys Leu Thr Leu Lys Glu Leu Leu Glu Ser Gly 

1 • 5 - io 15 

Ala His Phe Gly His Gin Thr Ser Arg Trp Asn Pro Lys Met Lys Pro 

20 25 30 

Phe He Phe Glu Glu Lys Asn Gly Leu Tyr He He Asp Leu Ala Lys 

35 40 45 

Thr Leu Gly Gin Leu Lys Lys Ala Val Ser Cys He Gin Lys Thr He 

50 55 - 60 

Asp Gin Glu Arg Ser He Leu Phe Val Gly Thr Lys Lys Gin Ala Lys 
65 70 75 80 

Gin He He Arg Glu Ala Ala He Glu Cys Gly Glu Phe Phe Ala Ser 

85 90 95 

Glu Arg Trp Leu Gly Gly Met Leu Thr Asn Met Ala Thr He Arg Asn 

100 . . 105 no 

Ser Val Lys Thr Leu Asn Arg He Glu Leu Asp Leu Glu Ala Ser Asn 

115 120 125 

Ser Gly Leu Thr Lys Lys Glu Leu Ala Leu Leu Ala Lys Arg His Ara 
130 135 140 
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Lys Leu Leu Asn Asn Leu Glu Gly Val Arg His Met Asn Ser Leu Pro 
145 150 155 160 

Gly Leu Leu lie Val lie Asp Pro Gly Tyr Glu Arg lie Ala Val Ala 

165 170 175 

Glu Ala Gly Lys Leu Gly lie Pro Val Met Ala Leu Val Asp Thr Asn 

180 185 190 

Cys Asp Pro Thr Pro lie Asn His Val lie Pro Cys Asn Asp Asp Ser 

195 200 205 

lie Lys Ser lie Arg Leu lie Val Asn Thr Leu Lys Asp Ala Val lie 

210 215 220 

Asp Ala Lys Lys Arg Leu Gly Val Glu lie Leu Ser Pro Val Arg Pro 
225 230 235 240 

Ala Glu Arg Pro Ala Glu Glu Ala Val Glu Glu Leu Pro Leu Pro Thr 

245 250 255 

Gly Glu Ala Gin Asp Glu Ala Ser Ser Lys Glu Gly Val Leu Leu Trp 

260 265 270 

Ala Asp lie Asp Asn Cys Glu Ala Leu Lys 
275 280 



(2) INFORMATIONS POUR LA SEQ ID NO: 744: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 282 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 73 5659 73 6504 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 744: 

Met Ser Asp Phe Ser Met Glu Thr Leu Lys Asn Leu Arg Gin Gin Thr 

15 10 15 

Gly Val Gly Leu Thr Lys Cys Lys Glu Ala Leu Glu His . Ala Lys Gly 

20 25 30 

Asn Leu Glu Asp Ala Val Val Tyr Leu Arg Lys Leu Gly Leu Ala Ser 

35 40 45 

Ala Gly Lys Lys Glu His Arg Glu Thr Lys Glu Gly Val He Ala Ala 

50 55 60 

Arg Val Asp Glu Arg Gly Ala Ala Leu Val Glu Val Asn Val Glu Thr 
65 70 - 75 80 

Asp Phe Val Ala Asn Asn Ser Val Phe Arg Ala Phe Val Thr Ser Leu 

85 90 95 

Leu Ser Asp Leu Leu Asp His Lys Leu Ser Asp Val Glu Ala Leu Ala 

100 105 110 

Arg Val Met Ser Ser Gin Glu Pro Ser Leu Ser Val Glu Glu Leu Lys 

115 120 125 

Ala Val Thr Met Gin Thr Val Gly Glu Asn He Arg He Ser Arg Ala 

130 135 140 

Phe Tyr Thr Pro Val Asn Ser Gly Gin Ser Val Gly He Tyr Ser His 
145 150 155 160 

Gly Asn Gly Lys Ala Val Ala He Val Phe Leu Ser Gly Ser Glu Asn 

165 170 175 

Gin Glu Ala Leu Ala Lys Asp He Ala Met His He Val Ala Ser Gin 

180 185 190 

Pro Gin Phe Leu Ser Lys Glu Ser Val Pro Gin Glu He Leu Glu Arg 
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195 

Glu Arg Glu Val 
210 

Val Glu Lys lie 
225 

Cys Leu Leu Glu 

Gly Leu lie Asp 
260 

Glu His Phe Val 
275 



200 

Phe Ser Ser Gin 
215 

Thr Gin Gly Lys 
230 

Gin Ala Phe He 
245 

Arg Ala Ala Lys 

Phe Trp Lys Met 
280 



Val Ala Gly Lys 
220 

Phe Lys Ala Phe 
235 

Lys Asp Pro Glu 
250 

Ala Ser Gly Glu 
265 

Gly Ala 



205 

Pro Gin Glu Val 

Phe Gin Glu Ala 
240 

Val Thr He Gin 
255 

Pro Leu Arg Val 
270 



(2) INFORMATIONS POUR LA SEQ ID NO: 745: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 24 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 736520 737254 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 745: 

Met Met Lys Lys Arg Val Lys Arg Xaa Leu Phe Lys He Ser Gly Glu 

1 5 10 is 

Ala Leu Ser Asp Gly Asp Ser Ser Asn Lys He Ser Glu Lys Arg Leu 

20 25 30 

Ser Arg Leu He Ala Glu Leu Lys Val Val Arg Asn Ala Asp Val Glu 

35 40 .45 

Val Ala Val Val He Gly Gly Gly Asn He Leu Arg Gly Leu Ser Gin 

50 55 60 

Ser Gin Ser Leu Gin He Asn Arg Val Ser Ala Asp Gin Met Gly Met 
65 70 75 80 

Leu Ala Thr Leu He Asn Gly Met Ala Leu Ala Asp Ala Leu Lys Thr 

85 90 95 

Glu Asp Val Pro Asn Leu Leu Thr Ser Thr Leu Ser Cys Pro Gin Leu 

100 105 no 

Ala Glu Leu Tyr Asn Pro Gin Lys Ala Ser Asp Ala Leu Ser Gin Gly 

115 120 125 

Lys Val Val He Cys Thr Met Gly Ala Gly Ala Pro Tyr Leu Thr Thr 

130. 135 140 

Asp Thr Gly Ala Ala Leu Arg Ala Cys Glu Leu Lys Val Asp Val Leu 
145 150 155 160 

Leu Lys Ala Thr Met His Val Asp Gly Val Tyr Asp Gin Asp Pro Arg 

165 170 175 

Glu Cys Ala Asp Ala Val Arg Tyr Asp His He Ser Tyr Arg Asp Phe 

180 185 190 

Leu Ser Gin Gly Leu Gly Ala He Asp Pro Ala Ala He Ser Leu Cys 

195 200 205 

Met Glu Ala Gly He Pro He Lys Met Phe Ser Phe Ala Arg His Ser 

210 215 220 

Leu Glu Glu Ala Val Phe Asn Thr Val Gly Thr Val He Ser Ser Ala 
225 230 235 240 

Glu Gly Gly Gin Leu 
245 
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(2) INFORMATIONS POUR LA SEQ ID NO : 74 6: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 17 8 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 737254 737787 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 7 46: 



Met 


Thr 


Leu 


Ala 


Ser 


Ala 


Glu 


Lys 


Glu 


Met 


Ala 


Gly 


Val 


Leu 


Thr 


Phe 


1 








5 










10 










15 




Phe 


Gin 


Lys 


Glu 


Thr 


Arg 


Gly 


Phe 


Arg 


Thr 


Gly 


Lys 


Ala 


His 


Pro 


Ala 








20 










25 










30 






Leu 


Val 


Glu 


Thr 


Val 


Thr 


Val 


Glu 


Val 


Tyr 


Gly 


Thr 


Thr 


Met 


Arg 


Leu 






35 










40 










45 








Ser 


Asp 


He 


Ala 


Ser 


He 


Ser 


Val 


Ser 


Asp 


Met 


Arg 


Gin 


Leu 


Leu 


He 




50 










55 










60 










Ser 


Pro 


Tyr 


Asp 


Ala 


Gly 


Thr 


Val 


Ser 


Ala 


He 


Ser 


Lys 


Gly 


He 


Leu 


65 










70 










75 










80 


Ala 


Ala 


Asn 


Leu 


Asn 


Leu 


Gin 


Pro 


He 


Val 


Glu 


Gly 


Ala 


Thr 


Val 


Arg 










85 










90 










95 




He 


Asn- 


Val 


Pro 


Ala 


Tyr 


Gly 


Arg 


He 


Pro 


Thr 


Arg 


Ser 


Asn 


Lys 


Gin 








100 










105 










110 






Leu 


Lys 


Arg 


Lys 


Ser 


Glu 


Glu 


Ala 


Lys 


Val 


Ala 


He 


Arg 


Asn 


He 


Arg 






115 










120 










125 








Arg 


Thr 


Phe 


Asn 


Asp 


Arg 


Leu 


Xaa 


Lys 


Asp 


Asp 


Asn 


Leu 


Thr 


Glu 


Asp 




130 










135 










140 










Ala 


Val 


Lys 


Ser 


Leu 


Glu 


Lys 


Lys 


He 


Gin 


Glu 


Leu 


Thr 


Asp 


Lys 


Phe 


145 










150 










155 










160 


Cys 


Lys 


Gin 


He 


Glu 


Glu 


Leu 


Ala 


Lys 


Gin 


Lys 


Glu 


Ala 


Glu 


Leu 


Ala 










165 










170 










175 




Thr 


Val 































(2) INFORMATIONS POUR LA SEQ ID NO: 747: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 24 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 737 942.-738679 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 747: 



Gin Gly Phe Glu Ser Pro Trp Gly His Tyr Lys Lys Lys Cys Gly Ser 

1 5 10 15 

Leu Ala Gin Arg Leu Glu His Leu Thr Phe Asn Glu Arg Val Glu Gly 
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20 25 30 



Ser 


Asn 


Pro 


Ser 


Arg 


Pro 


He 


Ser 


Phe 


Coy 


Lys 


Arg 


Ser 


oer 


Leu 


Leu 






35 










4 0 










A ^ 








He 


Lys 


Lys 


He 


Ser 


Phe 


Leu 


Cys 


Phe 


Phe 


Leu 


Leu 




LSU 


Lys 


vax 




50 










55 










O \J 








Pro 


Arg 


Cys 


He 


Cys 


Thr 


Ala 


Phe 


As"D 


Met 


Asp 


n i o 


xiix7 




Glu 


Ser 


65 










7 0 










75 










oO 


Pro 


Ala 


Leu 


Cvs 


Tvr 


Asn 


Cys 


Gin 


Gin 


Pro 


Ala 


X ill 


Tip 
lie 


Cys 


r>V-> /-\ 
rTie 


mr 










85 










90 












Glu 


He 


Ser 


Glu 


Asn 


He 


Thr 


Ser 


Arg 


Cys 


Tyr 


VO.X 


Cys 


Asn 


Ser 


Cys 








100 










i rm 

X \J J 










1 1 U 




Pro 


Tvr 


Pro 


Ser 


Arg 


xy i. 


xy j. 


Asp 




Glu 


Thr 


x xe 


Leu 


Axa 


Ser 


Pro 






115 




















IOC 








Thr 


His 


Glu 


Ala 


Leu 


He 


Xaa 


Glu 


Cys 


Gly Asn 


y o 


Lys 


lnr 


Lys 


Trp 




13 0 










1 m 




















Cvs 


He 


Arg 


Asp 


Thr 


Asp 


Glu 


Leu 


Leu 


Leu 


Gly 


Cys 


rll s 


Leu 


Cys 


Tyr 


145 










15 0 










155 








160 


Arg 


Thr 


Phe 


Lys 


Ser 


Leu 


He 






Arg 


Leu 


Leu 


Arg 


Tyr 


Gin 


Ala 










165 










170 










175 




He 


Ser 


Ser 


Tyr 


Thr 


Ser 


Glu 


Lys 


Ala 


Asn 


Asn 


Phe 


His 


He 


Gly Arg 








180 










185 










190 






Gly 


Leu 


Gly Asn 


Ser 


Glu 


Gin 


Pro 


He 


He 


Asn 


Pro 


Ala 


Met 


Arg 


Leu 






195 










200 










205 






He 


Ala 


Leu 


His 


Glu 


Ala 


Leu 


Gin 


Glu 


Thr 


Leu 


Arg 


Arg 


Glu 


Asp 


Tyr 




210 










215 










220 










Glu 


Gin 


Ala 


Ala 


Glu 


He 


Arg 


Asp 


Gin 


He 


Asn 


Gin 


Leu 


Lys 


Asn 


Gin 


225 










230 










235 








240 


Asn 


Thr 


Thr 


Asp 


Ala 


Pro 























245 



(2) INFORMATIONS POUR LA SEQ ID NO : 748: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 01 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 738838 73 9740 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 748: 



Pro 


Asn 


Ser 


Phe 


Arg 


Leu 


Ser 


Lys 


Val 


Arg 


Lys 


Phe 


Phe 


Val 


Leu 


Pro 


1 








5 










10 










15 




Leu 


Lys 


Asp 


Leu 


Pro 


He 


Trp 


Gin 


Arg 


Glu 


Cys 


Leu 


Leu 


Glu 


His 


Tyr 








20 










25 










30 




Leu 


Phe 


Pro 


Tyr 


His 


Leu 


Gly 


Ser 


Cys 


Leu 


Glu 


Gly 


Glu 


Ala 


Leu 


He 






35 










40 










45 








Val 


Asn 


Gin 


Ala 


Gly 


Thr 


Leu 


Leu 


Ala 


Gly 


He 


Asn 


Leu 


Arg 


Asp 


His 




50 










55 










60 






Val 


Val 


He 


His 


Gly 


Val 


Asp 


Phe 


Val 


Trp 


Gin 


Pro 


Glu 


Val 


Leu 


Leu 


65 










70 










75 










80 


Gin 


Lys 


Leu 


He 


Asp 


Leu 


Asp 


He 


Arg 


Leu 


Gin 


Gin 


Ser 


Leu 


Ser 


Phe 










85 










90 










95 




Ala 


Phe 


Ser 


Ser 


Asp 


Phe 


Gly 


Phe 


Leu 


Thr 


Ala 


Asp 


Pro 


Leu 


Arg 


Cys 








100 










105 










110 
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Gly Thr Ala Leu lie Ala Arg Ala Phe Val His Val Pro Ala Leu Lys 

115 120 125 

Tyr Gly Asp Ala Leu Ser Glu Leu Leu Val Pro Tyr Gin Arg Glu Phe 

130 135 140 

Ala Ser Ser Ser Leu Leu Pro Leu Ser Gin Glu Ser Leu Gly Asp lie 
145 150 155 160 

Leu Cys Leu Ser Asn lie Cys Ser Leu Gly Leu Ser Glu Glu Gin lie 

165 170 175 

Leu Ser Ser Leu Arg Leu Val Val Ser Lys lie Leu Ser Ala Glu Lys 

180 185 190 

Glu Ala Arg Asn Gin Leu Val Lys Glu Asn Xaa Thr Glu Xaa Lys Asn 

195 200 205 

Arg lie Leu Arg Ser Val Gly Met Leu Thr His Ser Cys Cys Leu Asp 

210 215 220 

Leu Gin Glu Ala Leu Asp Ala Thr Ser Trp lie Gin Leu Gly Met Ser 
225 230 235 240 

Met Gin Trp lie Glu Asp Ser Glu Asn His Pro Leu Trp Asn Pro Leu 

245 250 255 

Phe Trp Asp Leu Arg Arg Gly His Leu Ala Leu Tyr Asn Gin Asp Thr 

260 265 270 

Ala Asn Arg Ser lie Glu Lys Glu Val lie Ala Gin lie Arg Ala Lys 

275 280 285 

Ala Thr Lys Pro Gin Ala Glu Arg Leu lie lie Arg lie 
290 295 300 



(2) INFORMATIONS POUR LA SEQ ID NO: 749: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 6 66 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 740060 . . 742057 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 749: 



Arg 


Val 


Arg 


He 


Leu 


Lys 


Lys 


Ser 


Asp 


Asn 


Thr 


Val 


Asn 


Phe 


Glu 


Asp 


1 








5 










10 










15 




He 


Ser 


He 


Leu 


Glu 


Leu 


Leu 


Gin 


Phe 


Val 


Ser 


Lys 


He 


Ser 


Gly 


Thr 








20 










25 










30 






Asn 


Phe 


Val 


Phe 


Asp 


Ser 


Asn 


Asp 


Leu 


Gin 


Phe 


Asn 


Val 


Thr 


He 


Val 






35 










40 










45 








Ser 


His 


Asp 


Pro 


Thr 


Ser 


Val 


Asp 


Asp 


Leu 


Ala 


Thr 


He 


Leu 


Leu 


Gin 




50 










55 










60 










Val 


Leu 


Lys 


Met 


His 


Asp 


Leu 


Lys 


Val 


Val 


-Glu 


Gin 


Gly 


Asn 


Asn 


Val 


65 










70 










75 










80 


Leu 


He 


Tyr 


Arg 


Asn 


Pro 


Lys 


Leu 


Ser 


Lys 


Leu 


Ser 


Thr 


Val 


Val 


Thr 










85 










90 










95 




Asp 


Gly 


Ser 


Ala 


Lys 


Asp 


Thr 


Cys 


Glu 


Ala 


Val 


Val 


Val 


Thr 


Arg 


Val 








100 










105 










110 






Phe 


Arg 


Leu 


Tyr 


Ser 


Val 


Ser 


Pro 


Ser 


Ala 


Ala 


Val 


Gly 


He 


He 


Gin 






115 










120 










125 








Pro 


Leu 


Leu 


Ser 


His 


Asp 


Ala 


He 


He 


Ser 


Ala 


Ser 


Glu 


Ser 


Thr 


Arg 




130 










135 










140 










His 


He 


He 


Val 


Ser 


Asp 


He 


Ala 


Gly 


Asn 


He 


Glu 


Lys 


Val 


Arg 


Glu 
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145 150 155 160 

Leu Leu Gin Ala Leu Asp Ser Pro Gly Thr Ala lie Asp Met Ser Glu 

165 170 175 

Tyr Asp Val Gin Phe Ala Asn Pro Ala Ala Leu Val Ser Tyr Cys Gin 

180 185 190 

Asp Val Leu Gly Ala Met Ala Glu Glu Glu Ala Phe Gin lie Phe lie 

195 200 205 

Gin Pro Gly Thr Asn Lys lie Phe Val He Ser Ser Pro Arg Leu Thr 

210 215 220 

Ala Lys Thr He Gin Leu Leu Glu Ser Leu Asp He Pro Glu Met Ala 
225 230 235 240 

His Thr Leu Asp Asp Val Thr Ser Pro Ala Ala Ala Leu Gly Ser Ser 

245 250 255 

Gly Ala Ala Asn Pro Lys Ser Leu Arg Phe Phe Met Tyr Lys Leu Lys 

260 265 270 

Tyr Gin Asn Gly Ala Ala He Ala Gin Ala He Gin Asp He Gly Tyr 

275 280 285 

Asn Leu Tyr Val Thr Thr Ala Met Asp Glu Asp Phe He Asn Thr Leu 

290 295 300 

Asn Ser He Gin Trp Leu Pro Val Asn Asn Ser He Val Val He Gly 
305 310 315 320 

Asn Gin Ala Asn Val Asp Lys Val Val Ser Leu Leu Asn Gly Leu Asp 

325 330 335 

Leu Pro Pro Lys Gin Val Tyr He Glu Val Leu He Leu Glu Thr Ser 

340 345 350 

Leu Glu Lys Ser Trp Asp Phe Gly Val Gin Trp Ala Ala Leu Gly Asp 

355 360 365 

Glu Gin Gly Lys Val Ala Tyr Ala Ser Gly Leu Leu Ser Asn Thr GJv 

370 375 380 

Leu Thr Asp Pro Leu Arg Asn Gin Ser Leu Pro Val Ala Leu Asn Pro 
385 390 395 400 

Gly Asn He Ser Leu Pro Thr Pro Gly Gin Leu Ala Gly He Ser Asp 

405 410 415 

Met Met Tyr Gly Ser Ser Ala Phe Gly Leu Gly He He Gly Asn Val 

420 425 430 

Leu Ser His Asn Gly Lys Ser Tyr Leu Thr Leu Gly Gly Leu Leu Ser 

435 440 445 

Ala Leu Asp Gin Asp Gly Asp Thr Thr Val Val Leu Asn Pro Arg He 

450 455 460 

Met Ala Gin Asp Thr Gin Gin Ala Ser Phe Phe Val Gly Gin Thr He 
465 470 475 480 

Pro Phe Gin Thr Thr Ser Thr Val He Gin Glu Thr Gly Ser Val Thr 

485 490 495 

Gin Asn He Glu Tyr Glu Asp He Gly Val Asn Leu Val Val Thr Ser 

500 505 510 

Thr He Ala Pro Asn Asn Val Val Thr Leu Gin He Glu Gin Thr He 

515 520 525 

Ser Glu Leu His Ser Ala Gin Gly Val Leu Thr Pro Val Thr Asp Lys 

530 535 540 

Thr Phe Ala Ala Thr Arg Leu Gin Val Pro Asp Gly Cys Phe Leu Val 
545 550 555 560 

Met Ser Gly His He Arg Asp Lys Leu Thr Lys He Val Ser Gly Val 

565 570 575 

Pro Leu Leu Ser Ser Leu Pro Leu He Lys Gly Leu Phe Ser Arg Ser 

580 585 590 

He Asp Gin Arg Gin Lys Arg Asn He Met He Phe He Lys Pro Lys 

595 600 605 

Val He Ser Ser Phe Glu Glu Gly Thr Ala Leu Ser Asn Thr Glu Gly 
610 615 620 
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Tyr Arg Tyr Asn 
625 

Arg His Ala Pro 

Asn Phe Lys Met 
660 



Trp Glu Ser Glu 
630 

Glu Cys Gin His 
645 

Leu Glu lie Glu 



Arg Gly Ser Leu 
635 

lie Pro Lys Val 

650 
Ala Glu 
665 



Glu Val Ala Pro 
640 

Gin Ala Glu Ser 
655 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 50: 

(i) C ARACTER I STI QUES DE LA SEQUENCE: 

(A) LONGUEUR: 27 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (742045 742869 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 750: 

Gin Lys Ser Leu Ser Leu Asn Thr Tyr Gin Leu Lys Lys Ser Pro Val 

1 5 10 15 

Asn lie Val Thr Ser Asn lie Gly Ser Lys lie Leu Arg lie lie Gin 

20 25 30 

Asn Asn Lys Lys Leu Gly Leu Leu Ser Ala Leu Val Val Leu Asp Ala 

35 40 45 

Ala Leu Leu Ser Val Asn Ser Arg Ser Gly Glu Gly Leu lie Gly Gin 

50 55 60 

Ser Ala Ser Leu Pro Asn Tyr His Glu Ala Glu Gin Gin lie Ala Ala 
65 70 75 80 

Cys Pro Lys Asn lie Ala Lys Asn Leu Ala Lys Lys Ser Ser Pro Gly 

85 90 95 

Ala Lys Pro Thr Val Gly Ala Pro Ser Pro Ala Arg Pro Val Ser Val 

100 105 110 

Lys Ala Ala Pro Ala Lys Pro Gin Ala Pro Val Ala Gin Thr Arg His 

115 120 125 

Phe Lys Lys Ser His Gin lie Phe Ser Pro Asn Phe Thr Gin Ser Ser 

130 135 140 

Gin Gin Val Asn Lys Leu Glu Glu Arg Arg Arg Pro Leu Glu Ser Arg 
145 150 155 160 

Tyr Leu Gin Gly Ala Ala Lys Gin Ala Ala Ala Ala Lys Glu Lys Lys 

165 - 170 175 

Ala Leu Glu Gin Glu Val Ser Lys Gin Glu Glu Glu Ala Ser Lys Leu 

180 185 190 

Trp Glu Glu Lys Gin Ser Tyr Ala Arg Arg Ala Val Asn Ala lie Asn 

195 200 205 

Phe Ser Val Arg Lys Gin lie Glu Glu Gin Gin Lys Thr lie Ser Asn 

210 215 220 

Pro Gly Asn Asp Gin Thr Leu Pro Gly Lys Lys Asp Pro His Thr Ser 
225 230 235 240 

Gly Glu Pro Val lie Gin Thr Val Gin Asp Cys Ser Gin Asp Gin Glu 

245 250 255 

Ala Arg Glu Lys Ser Ser Arg Ala lie Lys Gin Thr Phe Ser Asp Val 
260 265 270 

Ser Gly Ser 
275 
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(2) INFORMATIONS POUR LA SEQ ID NO : 751: 

(i) CARACTER I STI QUES DE LA SEQUENCE: 

(A) LONGUEUR: 185 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineai r e 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 742 824 743 378 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 751: 



Tyr 


Ala 


Tyr 


He 


Trp 


Lys 


Arg 


Ser 


Arg 


He 


Leu 


Val 


Leu 


Tyr 


Ala 


Pro 


1 








5 










10 










15 




Gly 


Asn 


Cys 


Ser 
20 


Phe 


Ala 


Leu 


Ser 


Met 
25 


Met 


Lys 


Gin 


Phe 


Leu 
30 


Asn 


Gin 


Arg 


Glu 


Glu 


Lys 


Ala 


Lys 


Asp 


He 


Gin 


Thr 


Val 


He 


Lys 


Ser 


Met 


Asp 






35 










40 










45 






Thr 


Leu 
50 


Cys 


Lys 


Thr 


Met 


His 
55 


He 


Pro 


He 


Cys 


Lys 
60 


Glu 


Gly 


He 


Ser 


Cys 


Cys 


Cys 


Phe 


He 


Phe 


Phe 


Leu 


Glu 


Glu 


Leu 


Met 


Cys 


Phe 


Ser 


Cys 


65 










70 










75 










80 


Gly 


Lys 


Thr 


Asp 


Phe 


Ser 


Leu 


Lys 


Lys 


Gin 


Thr 


Gly 


Gly 


Val 


Gin 


Arg 










85 










90 










95 


Phe 


Gin 


Ala 


Glu 


Ser 


Gin 


Gly 


He 


Gly Glu 


Glu 


Thr 


Pro 


Leu 


Glu 


He 








100 










105 










110 






His 


Glu 


Gin 
115 


Ser 


Phe 


Leu 


Trp 


Glu 
120 


Pro 


Gly 


Asp 


Glu 


Leu 
125 


He 


Val 


His 


Thr 


Pro 
130 


Lys 


Ala 


Arg 


Asp 


Leu 
135 


Val 


Tyr 


Leu 


Tyr 


Cys 
140 


Pro 


Ser 


Phe 


Leu 


Lys 


Leu 


Gin 


Asp 


Arg 


Gly 


Gin 


He 


Asp 


He 


Phe 


Cys 


Glu 


Thr 


Asp 


Asn 


145 










150 










155 








160 


Leu 


Gin 


Lys 


Gly 


He 
165 


Arg 


Gin 


Lys 


Tyr 


Asp 
170 


Arg 


Ser 


Leu 


Tyr 


Pro 
175 


Ser 


Thr 


Leu 


He 


Ser 
180 


Leu 


Lys 


Arg 


Val 


Arg 
185 

















(2) INFORMATIONS POUR LA SEQ ID NO: 752: 

(i) CARACTER I S T I QUE S DE JLA SEQUENCE: 

(A) LONGUEUR: 331 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 743 3 06 7442 9 8 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 752: 

Val Phe Met Leu Arg Ser Gly Val Ser Phe Ser Ser Ser Lys Thr Asn 
15 10 is 

Tyr Leu Leu Thr Arg Glu Leu Ser Arg Lys Val Gly Leu Thr Val Tyr 
20 25 30 
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Gin 


Glv 


Val 


Asp 


Glu 


His 


Ser 


Ser 


Arg 


Pro 


Val 


Val 


lie 


Lys 


Thr 


Leu 






35 










40 










45 








Val 


Ser 


Pro 


Gly 


He 


His 


Asp 


Arg 


Arg 


Phe 


Leu 


Arg 


Ala 


Phe 


Glu 


Glu 




50 










55 










60 












^i. x a. 


Arg 


lie 


Met 


Gin 


Leu 


Val 


Thr 


His 


Pro 


Ala 


Phe 


va,x 


A y rr 














7 0 










75 










8 0 


Pin 


ASp 


nl y 


ci~\\r 
\j x y 




Cys 




Gin 


Gly 


Arg 


±ys- 


Leu 


V CX X 


Q O Y" 


Pin 
VjXU 


ryr 










85 










90 










9 5 




Tip 


Leu 


\j x y 


Ser 


Ser 


Leu 


Arg 


Asp 


Ser 


lie 


Leu 


Ser 


Ser 


Gin 


I le 










1 on 




















1 1 n 
i 1 u 






LeU 


ASp 


Ly s 


A "I -a 
/A. X d 


Tip 
lie 


Car 


Tl p 


Val 


X-l fc- u. 


Gin 


V CL 1 


Al 3 


fi 1 r* 


v ct 1 


Tip 
11c 


1 in 






1 1 c 

X 1 _> 










12 0 










X J 








JL I J J. 


LeU 


nib 


A yrt 
rtX y 


Wl c: 


fj 1 V 

0 xy 


Val 


Leu 


His 


Leu 


Asp 


lie 


Lys 


IT X W 


fill] 

ulu 


Asn 




J. J u 










13 5 










140 










lie 


Veil 


Lieu 


O /-s ■>— 
O fc: X 




dor 


fil v 

vjj x y 


Glu 


Tip 
11c 


Lys 


Leu 


lie 


Asp 


ryr 


oiy 


Leu 


J- *7t Jj 










150 










155 










160 




AT 3 
r\ X d 


Trn 
ir P 


Gin 


Phe 


Asn 


His 


xx p 


Gly 


Ser 


Pro 


Ala 


ly i 


Met 


Ser 


Pro 










165 










170 










175 




oil) 


fil n 


Oar 
OCX, 


Arg 


Gin 


Glu 


Pro 


Pro 


Ser 


Pro 


Ala 


Ser 


Asp 


Val 


iy 1 


Ser 








180 










185 










190 






Leu 


Ala 


Leu 


Leu 


Ala 


TVr 


Glu 


Leu 


lie 


Met 


Glv 


Gin 


Leu 


Ala 


Leu 


Glv 

vj j_y 






195 










200 










205 








Lys 


Val 


TVr 


Val 


Ser 


Leu 


Leu 


Pro 


Ser 


Lys 


lie 


Ser 


Lys 


lie 


Leu 


lie 




210 










215 










220 










Gin 


Ala 


Leu 


Gin 


Pro 


Ser 


Pro 


Ala 


Ala 


Arg 


Phe 


Ser 


Ser 


Met 


Gin 


Glu 


225 










230 










235 










240 


Phe 


Ala 


Glu 


Ala 


Leu 


Gin 


Asp 


Tvr 

x y x 


Leu 


Leu 


His 


Asp 


Val 


His 


Glu 


Asp 










245 










250 










255 




Tyr 


Arg 


Lys 


Lys 


Asp 


His 


Val 


Val 


Ala 


Gin 


lie 


Glu 


Gin 


Trp 


His 


Asn 








260 










265 










270 






Gin 


Arg 


Ala 


Trp 


Leu 


Ser 


Pro 


Glu 


Lys 


Leu 


Ser 


Ala 


Pro 


Glu 


Glu 


He 






275 










280 










285 








Cys 


Val 


His 


He 


Tyr 


Ser 


Gin 


Lys 


Glu 


Pro 


Cys 


Tyr 


Leu 


His 


Asn 


He 




29 0 










295 










300 










Tyr 


Tyr 


Asp 


Met 


Leu 


Thr 


Ser 


Gly 


Asn 


Val 


Ala 


Glu 


Phe 


Trp 


Phe 


Ser 


305 










310 










315 










320 


Thr 


Leu 


Gin 


Glu 


Thr 


Val 


Val 


Leu 


Arg 


Leu 


Ala 













325 330 



(2) INFORMATIONS POUR LA SEQ ID NO: 753: 

(i) CARACTERI STIQUE3 DE LA SEQUENCE: 

(A) LONGUEUR: 95 ac ides .amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (74443 0 7447 14 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 753: 

Leu Lys Leu Gin Asp Cys Lys Arg Cys Asn Gin Lys Arg Arg Leu Lys 

15 10 15 

Asn Leu Val Lys Glu Val Arg Gin Leu Pro Leu Pro Ser Ala Thr Lys 

20 25 30 

He Val Ala Glu Val Ala Arg Tyr Ser Leu Ser Val Gly Glu Phe Leu 
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35 

Lys Leu Gly Pro Gly 
50 

Leu Gly Val Asp lie 
65 

lie lie Ala Leu Gin 
85 



40 

Ser Val Leu Gin Phe Asp 
55 

lie Leu Asn Gly Ala Gin 
70 75 
Asp Val Leu Gly He Arg 
90 



45 

Gly Val His Pro Thr 
60 

Val Gly Arg Gly Asn 
80 

Val Leu Glu Val 
95 



(2) INFORMATIONS POUR LA SEQ ID NO: 754: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 125 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 744 61 1 .. 744 9 85 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 754: 



Asn 


Tyr 


Ser 


Ala 


Glu 


Pro 


Cys 


Arg 


Phe 


Leu 


Glu 


Glu 


Lys 


Asp 


Gin 


Ala 


1 








5 










10 








15 




Phe 


Asp 


Met 


Gin 


Lys 


Val 


Asp 


Leu 


Gin 


Thr 


Pro 


He 


Thr 


Leu 


Ala 


Val 








20 










25 










30 




Glu 


Val 


Gly 
35 


Phe 


Cys 


Gin 


He 


Ser 
40 


Glu 


Glu 


Asp 


Trp 


His 
45 


Gin 


Val 


Val 


Pro 


Gly 


Ser 


Phe 


He 


Leu 


Leu 


Asp 


Ala 


Cys 


Leu 


Tyr 


Asp 


Pro 


Asp 


Thr 




50 










55 










60 








Gly 


Asp 


Ala 


Gly 


Ala 


Phe 


Leu 


Ser 


He 


Gin 


Arg 


Thr 


Arg 


Phe 


Phe 


Gly 


65 










70 










75 










80 


Gly 


Arg 


Phe 


Leu 


Asp 
85 


Lys 


Gin 


Ser 


Gly 


Ser 
90 


Phe 


Lys 


He 


Thr 


Gly 
95 


Leu 


Gin 


Glu 


Met 


Gin 


Pro 


Glu 


Glu 


Ala 


Pro 


Glu 


Glu 


Pro 


Ser 


Glu 


Gly 


Gly 








100 










105 










110 


Pro 


Ala 


Thr 


Pro 


Phe 


Ala 


Phe 


Gly Asn 


Lys 


Asn 


Arg 


Cys 












115 










120 










125 









(2) INFORMATIONS POUR LA SEQ ID NO : 7 55: 

(i) CARACTERISTIQUES DE -LA SEQUENCE: 

(A) LONGUEUR: 200 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (744958 745557 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 7 55: 

Gly He Pro Met Ala Val Ala Ala Glu Pro Ser Ser Asn Trp Leu Lys 
15 10 15 

Ala Arg Asp Glu Leu Leu Ser Ser Leu Gin Glu Gin Lys Glu Gly Met 
20 25 30 
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Phe Ser Phe Pro Val Phe Pro Lys Gin Glu Cys Glu Gin Lys Leu Lys 

35 40 45 

Asp Lys Phe His Met Glu Glu Val Glu Leu Ser Phe Glu Ser Arg Gly 

50 55 60 

Leu Leu Ser Val Ala Ala Ala Val Gin Glu Tyr Gly Glu Arg lie Leu 
65 70 75 80 

Leu Gin Pro Phe Leu Ala Asn Pro Phe Glu Ser Gly Glu Phe Tyr lie 

85 90 95 

Val Ser Ser Glu Glu Asp Leu Gin Ala Leu lie Gly Thr He Phe Asn 

100 105 110 

Asp Ser Ser Leu Ala Ser Tyr Phe Tyr Glu Lys Asp Arg Leu Leu Gly 

115 120 125 

Phe His Tyr Tyr Phe Val Ala Glu He Cys Lys Leu Leu Gin Glu Ser 

130 135 140 

Pro Trp He Pro Ser Met Ser. Val Lys Val Thr Gly Asp Val Ala Phe 
145 150 155 160 

Ser Ala Arg Ala Leu Glu Gly Glu Tyr His Val He Gin Val Ser Cys 

165 170 175 

Cys Leu Asp Gly Ser Cys He Arg Phe Ser He Leu Val Pro Glu Thr 

180 185 190 

Thr Ala Gin Ser Leu Val Asp Ser 
195 200 



(2) INFORMATIONS POUR LA SEQ ID NO: 756: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 284 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 745561 74 64 12 ) 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 756: 

Phe Met Glu Leu Asn Lys Thr Ser Glu Ser Leu Phe Ser Ala Lys He 

15 10 15 

Asp His Asn His Pro Arg Thr Glu Ala His Glu Pro Arg Asp Gin Arg 

20 - 25 30 

Glu Val Arg Val Phe Ser Leu Glu Gly Arg Ser Ser Thr Arg Gin Glu 

35 - 40 45 

Lys Ala Asp Arg Met Pro Gly Arg Thr Ser Ser Arg Gin Glu Ser Ser 

50 55 60 

Lys Ser Ser Glu Glu Gly Ala Val His Glu Ser Thr Ala Gly Val Ser 
65 70 75 80 

Ser Lys Glu Glu Glu Glu Ser Lys Gly Asp Gly Phe Phe Thr Gly Gly 

85 90 95 

Asn Pro Thr Ser Gly Met Ala Leu Val Glu Thr Pro Met Ala Val Val 

100 105 110 

Ser Glu Ala Met Met Glu Thr Ser Thr Met Thr Val Ser Gin Val Asp 

115 120 125 

Leu Gin Trp Val Glu Gin Leu Val Thr Ser Thr Val Glu Ser Leu Leu 

130 135 140 

Val Ala Asp He Asp Gly Lys Gin Leu Val Glu He Val Leu Asp Asn 
145 150 155 160 

Ser Asn Thr Val Pro Ala Ala Phe Cys Gly Ala Asn Leu Thr Leu Val 
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165 

Gin Thr Gly Glu Glu He Ser Val 
180 

Ala Gin Leu Thr Glu Ala Thr Gin 
195 200 
Leu Val Ser Leu Val Glu Ser Leu 

210 215 
Glu Leu Val Val Gly Asn Val Ala 
225 230 
He Glu Thr Pro Leu His Met He 
245 

Gin Glu Gly Asp Gin Glu Gly Glu 
2 60 

Gin His Gin Glu Lys Lys Val Glu 
275 280 



170 175 
Ser Phe Ser Asn Phe Val Asp Gin 
185 190 
Leu Val Gin Gin Asn Pro Lys Gin 
205 

Lys Ala Arg Gin Leu Asn Leu Thr 
220 

Val Ser Leu Pro Met He Glu Lys 
235 240 
Ala Ala Thr He Arg His His Asp 

250 255 
Gly Arg Gin Asp Gin His Gin Gly 
265 270 
Glu Ala His He 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 57: 

(i) C ARACTER I ST IQUE S DE LA SEQUENCE : 

(A) LONGUEUR: 119 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineai r e 



( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 746416 . . 746772 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 757: 



Glu 


Ser 


Leu 


Tyr 


Ala 


Glu 


Asn 


Ser 


Pro 


Leu 


Arg 


Glu 


Gin 


Leu 


Asp 


Asp 


1 








5 










10 










15 


Gly 


Thr 


Thr 


Ser 
20 


Asp 


Ala 


He 


Leu 


Lys 
25 


Met 


Lys 


Ala 


Tyr 


He 
30 


Lys 


Val 


Val 


Ala 


He 


Gin 


Leu 


Ser 


Glu 


Glu 


Glu 


Glu 


Lys 


Val 


Asn 


Lys 


Gin 


Lys 






35 










40 










45 






Glu 


Asn 
50 


Val 


Leu 


Ala 


Ala 


Xaa 
55 


Lys 


Glu 


Leu 


Glu 


Arg 
60 


Ala 


Glu 


Val 


Glu 


Leu 


Thr 


Lys 


Arg 


Arg 


Lys 


Glu 


Glu 


Glu 


Lys 


Thr 


Arg 


Leu 


His 


Lys 


Glu 


65 










70 










75 








80 


Glu 


Trp 


Met 


Lys 


Glu 


Ala 


Leu 


Lys 


Glu 


Glu 


Ala 


Arg 


Gin 


Glu 


Glu 


Lys 










85 










90 










95 


Glu 


Gin 


Asp 


Glu 


Met 


Gly 


Gin 


Leu 


Leu 


His 


Gin 


Leu 


Leu 


Lys 


Gin 


Lys 








100 










105 










110 




Gin 


Arg 


Glu 
115 


Ser 


Gly 


Glu 


Asn 





















(2) INFORMATIONS POUR LA SEQ ID NO : 7 58: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 442 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



{ i i i ) HYPOTHETIQUE : oui 
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(viii) POSITION DANS LE GENOME: complement (746944 7482 69 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 758: 

Met Glu Glu lie Thr Thr Glu Phe Asn Thr Leu Met Thr Glu Leu Pro 

15 10 15 

Asp Val Gin Leu Thr Ala Val Val Gly Arg lie lie Glu Val Val Gly 

20 25 30 

Met Leu lie Lys Ala Val Val Pro Asp Val Arg Val Gly Glu Val Cys 

35 40 45 

Leu Val Lys Arg His Gly Met Glu Pro Leu Val Thr Glu Val Val Gly 

50 55 60 

Phe Thr Gin Asn Phe Val Phe Leu Ser Pro Leu Gly Glu Leu Thr Gly 
65 70 75 80 

Val Ser Pro Ser Ser Glu Val Met Ala Thr Gly Leu Pro Leu His lie 

85 90 95 

Arg Ala Gly Glu Gly Leu Leu Gly Arg Val Leu Asn Gly Leu Gly Asn 

100 - 105 : 110 

Pro lie Asp Thr Glu Thr Lys Gly Pro Leu Glu Asn Val Asp Ala lie 

115 120 125 

Tyr Pro lie Phe Lys Ala Pro Pro Asp Pro Leu His Arg Ala Lys Leu 

130 135 140 

Arg Thr lie Leu Ser Thr Gly Val Arg Cys lie Asp Gly Met Leu Thr 
145 150 155 160 

Val Ala Lys Gly Gin Arg lie Gly lie Xaa Ala Gly Ala Gly Val Gly 

165 170 175 

Lys Ser Ser Leu Leu Gly Met lie Ala Arg Asn Ala Glu Glu Ala Asp 

180 185 190 

lie Asn Val lie Ala Leu lie Gly Glu Arg Gly Arg Glu Val Arg Glu 

195 200 205 

Phe lie Glu Asn Asp Leu Gly Glu Glu Gly Met Lys Arg Ser lie lie 

210 215 220 

Val Val Ser Thr Ser Asp Gin Ser Ser Gin Leu Arg Leu Asn Ala Ala 
225 230 235 240 

Tyr Val Gly Thr Ala lie Ala Glu Tyr Phe Arg Asp Gin Gly Lys Thr 

245 250 255 

Val Val Leu Met Met Asp Ser Val Thr Arg Phe Ala Arg Ala Leu Arg 

260 265 270 

Glu Val Gly Leu Ala Ala Gly Glu Pro Pro Ala Arg Ala Gly Tyr Thr 

275 280 285 

Pro Ser Val Phe Ser Thr Leu Pro Lys Leu Leu Glu Arg Ala Gly Ala 

290 295 300 

Ser Asp Lys Gly Thr lie Thr Ala Phe Tyr Thr Val Leu Val Ala Gly 
305 310 . 315 320 

Asp Asp Met Asn Glu Pro Val Ala Asp Glu Val Lys Ser lie Leu Asp 

325 330 335 

Gly His lie Val Leu Ser Asn Ala Leu Ala Gin Ala Tyr His Tyr Pro 

340 345 350 

Ala lie Asp Val Leu Ala Ser lie Ser Arg Leu Leu Thr Ala lie Val 

- 355 360 365 

Pro Glu Glu Gin Arg Arg lie lie Gly Arg Ala Arg Glu Val Leu Ala 

370 375 380 

Lys Tyr Lys Ala Asn Glu Met Leu lie Arg lie Gly Glu Tyr Arg Arg 
385 390 395 400 

Gly Ser Asp Arg Glu Val Asp Phe Ala lie Asp His lie Asp Lys Leu 

405 410 415 

Asn Arg Phe Leu Lys Gin Asp lie His Glu Lys Thr Asn Tyr Glu Glu 

420 425 430 

Ala Ala Gin Gin Leu Arg Ala lie Phe Arg 
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435 440 



(2) INFORMATIONS POUR LA SEQ ID NO : 759: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 231 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineaire 

( iii ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement < 748274 7489 66 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 759: 



lie 


Arg 


vjj JL Li 


Arg 


val 


yj xy 


Tyr 


Ser 


ixi e c 


lie 


Asp 


Pro 


Leu 


Lys 


Leu 


Phe 


i 








c 
D 










1U 










15 




Pro 


Asn 


ir lit; 


ASp 




Asp 


Lys 


\j 1U 


Ser 


Aia 


Ala 


val 


Asn 


Lys 


Pro 


Ser 








20 










25 










30 






Ala 


Ser 


Pro 


Met 


Pro 


Ser 


GlU 


Leu 


Ser 


Lys 


Asn 


Val 


Ala 


Ser 


Phe 


Ser 






35 










40 










45 








Leu 


Gly 


Gly 


Gly 


Gly 


Ala 


Ala 


Leu 


Asp 


Ser 


Thr 


Val 


Ser 


Thr 


Glu 


Lys 




50 










55 










60 








Leu 


Ser 


Leu 


Met 


Ala 


Met 


Met 


Gin 


Asp 


Lys 


Asn 


Ser 


Gin 


Leu 


He 


Asp 


65 










70 










75 










80 


Pro 


Glu 


Leu 


Glu 


Glu 


Ala 


Leu 


Asn 


Ser 


Glu 


Glu 


Leu 


Gin 


Glu 


Gin 


He 










85 










90 










95 




His 


Leu 


Leu 


Lys 


Ser 


Arg 


Leu 


Trp 


Asp 


Ala 


Gin 


Thr 


Gin 


Met 


Gin 


Met 








100 










105 










110 






Gin 


Asp 


Pro 


Asp 


Lys 


Leu 


Ala 


Ser 


Glu 


His 


Val 


Asp 


Ala 


Leu 


Gly 


Val 






115 










120 










125 






lie 


Val 


Asp 


Leu 


He 


Asn 


Gly 


Asp 


Phe 


Gin 


Ala 


He 


Ala 


Glu 


His 


Thr 




130 










135 










140 










Gin 


Gin 


Thr 


Val 


Lys 


Gin 


Gly 


Asn 


Gly 


Asp 


Glu 


Glu 


Lys 


Ser 


Val 


Thr 


145 










150 










155 










160 


Arg 


Lys 


He 


Val 


Asp 


Trp 


Val 


Ser 


Ser 


Gly 


Glu 


Glu 


He 


Leu 


Asn 


Arg 










165 










170 










175 


Ala 


Leu 


Leu 


Tyr 


Phe 


Ser 


Asp 


Arg 


Asn 


Gly 


Glu 


Arg 


Glu 


Thr 


Leu 


Ala 








180 










185 










190 






Asp 


Phe 


Leu 


Lys 


Val 


Gin 


Tyr 


Ala 


Val 


Gin 


Arg 


Ala 


Thr 


Gin 


Arg 


Ala 






195 










200 










205 






GlU 


Leu 


Phe 


Ala 


Ser 


He 


Leu 


Gly 


Ala 


Thr 


Val 


Ser 


Ser 


Val 


Lys 


Thr 




210 










215 










220 








He 


Met 


Thr 


Thr 


Gin 


Leu 


Gly 





















225 230 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 60: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 154 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: 1 ineaire 

(iii) HYPOTHETIQUE: oui 



1476 



(viii) POSITION DANS LE GENOME: complement ( 7489 65 74 942 6 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 760: 



Asn 


Lys 


Arg 


Trp 


vai 


Met 


Aia 


Asp 


Leu 


Asp 


Val 


Phe 


Lys 


Glu 


Asp 


Phe 


1 








c: 
_> 










1 U 










15 




Ala 


Leu 


Leu 


pne 


vjIU 


Aia 


Cjiy 


Met 


val 


Ala 


lie 


Lys 


Gin 


Gly Asp 


Glu 


















^ _> 










30 






Ala. 


Ser 


Aia 


Lys 


a 1 =a 
Ala 


Leu 


irne 


L»in 


Aia 


Leu 


Cain 


val 


Leu 


Asp 


Pro 


Glu 
















a n 


















His 


Thr 


Ala 


His 


Glu 


Leu 


Gly 


Ser 


Gly 


Leu 


Leu 


His 


Leu 


His 


Lys 


Met 




50 










55 










60 










Glu 


Leu 


Thr 


Lys 


Ala 


Glu 


Val 


Leu 


Phe 


Arg 


Ala 


He 


Val 


Glu 


Lys 


Asp 


65 










70 










75 










80 


Pro 


Glu 


Asn 


Trp 


Ser 


Ala 


Lys 


Ala 


Phe 


Leu 


Ser 


Leu 


Thr 


Leu 


Met 


Met 










85 










90 










95 




He 


Val 


Leu 


Gin 


Gin 


Gly 


Ser 


Ser 


Phe 


Glu 


Val 


Arg 


Arg 


Ser 


Ser 


Leu 








100 










105 










110 






Glu 


Arg 


Cys 


Leu 


Gin 


Leu 


Ala 


Asp 


Gin 


Val 


Leu 


Glu 


Ser 


Cys 


Glu 


Val 






115 










120 










125 








Glu 


Ser 


Thr 


Arg 


Ala 


Leu 


Ala 


Lys 


Ser 


Val 


Leu 


Asp 


Trp 


His 


Asp 


Gly 




130 










135 










140 










Leu 


Val 


Ala 


Lys 


Ser 


Gly 


Gly 


Pro 


Leu 


Asn 















145 150 



(2) INFORMATIONS POUR LA SEQ ID NO: 761: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 90 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (749433 74 97 02 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 7 61: 

Thr Val Lys Glu Arg Val Ser Met Ala Ser Gly Ser Cys Ser Ala Phe 

1 5 .10 15 

Asn Phe Asn Gin Met Leu Asp Gly Val Cys Lys Tyr Val Gin Gly Val 

20 - 25 30 

Gin Gin Tyr Leu Thr Glu Leu Glu Thr Ser Thr Gin Gly Thr Val Asp 

35 40 45 

Leu Gly Thr Met Phe Asn Leu Gin Phe Arg Met Gin lie Leu Ser Gin 

50 55 60 

Tyr Met Glu Ser Val Ser Asn lie Leu Thr Ala Val Asn Thr Glu Met 
65 70 75 80 

lie Thr Met Ala Arg Ala Val Lys Gly Ser 
85 90 



(2) INFORMATIONS POUR LA SEQ ID NO: 762: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 103 acides amines 

(B) TYPE: acide amine 
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( D) CONFIGURATION : 1 ineaire 
( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 74972 1 .. 7 5 002 9 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 7 62: 



Asn 


lie 


Lys 


Leu 


Ser 


Thr 


He 


Asn 


Arg 


Gin 


Phe 


Glu 


Val 


Tyr 


Leu 


He 


1 








5 










10 








15 




Leu 


Pro 


Gly 


Arg 


Asn 


Lys 


Ser 


Met 


Phe 


Asn 


Met 


Glu 


Asn 


Ser 


Ala 


Ala 








20 










25 










30 






Lys 


Gly 


Glu 


Lys 


Ala 


Ala 


Arg 


Gin 


Leu 


Phe 


Asp 


Leu 


Glu 


Gin 


Asp 


Met 






35 










40 










45 






His 


Asp 


Val 


Ala 


Lys 


Ala 


His 


Glu 


Val 


Asn 


Ala 


Asn 


Val 


Gin 


Ser 


Lys 




50 










55 










60 








Veil 


Gin 


Thr 


Leu 


Thr 


Ser 


Ser 


Leu 


Arg 


Glu 


Gly 


Ala 


Phe 


Lys 


Glu 


Ser 


65 










70 










75 








80 


Phe 


Glu 


Lys 


Gin 


Gin 


Thr 


Leu 


Leu 


Ala 


Gly 


He 


Cys 


Ser 


Ser 


Ser 


Lys 










85 










90 










95 


Gly 


Ala 


Arg 


Thr 


Tyr 


Gin 


Pro 





















100 



(2) INFORMATIONS POUR LA SEQ ID NO: 7 63: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 767 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 7 50007 .. 7 523 07 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 763: 



Met 


Leu 


Pro 


Arg 


Pro 


Val 


Ser 


Val 


Asp 


Gly 


Thr 


Val 


He 


Thr 


Ala 


Pro 


1 








5 










10 










15 




Val 


Leu 


Leu 


Lys 


Asp 


Gly 


Val 


Ser 


Phe 


Val 


Met 


Gly 


Ser 


Cys 


Gin 


Val 








20 










25 










30 






Ser 


Phe 


Phe 


Lys 


Gly 


Glu 


Glu 


Val 


Glu 


Gly 


Asp 


He 


Glu 


Leu 


Ser 


Phe 






35 










40 










45 








Gin 


Thr 


Glu 


Gly 


Gly 


Asn 


Glu 


Gly 


Glu 


Pro 


Ala 


Ala 


Gin 


Gly 


Ser 


Ser 




50 










55 










60 








Ser 


Val 


Ser 


Ser 


Glu 


Gly 


Pro 


Lys 


Lys 


Glu 


Thr 


Gly 


Asn 


Pro 


Ser 


Leu 


65 










70 










75 










80 


Pro 


Ser 


Glu 


Thr 


Lys 


Val 


Ser 


Gly 


Glu 


Val 


Ser 


Ser 


Ser 


Ala 


He 


Ala 










85 










90 










95 




Lys 


Glu 


Gin 


Glu 


Leu 


Ala 


Val 


Phe 


Phe 


Leu 


Ala 


Ser 


Val 


Glu 


Lys 


Glu 








100 










105 










110 




Pro 


Gly 


Thr 


Pro 


Lys 


Glu 


Val 


Ser 


Glu 


Pro 


Lys 


Val 


Ser 


Ser 


Gin 


Glu 






115 










120 










125 








Gly 


Gin 


Thr 


Pro 


Ser 


Val 


Thr 


Gly 


Glu 


Lys 


Lys 


Asp 


Leu 


Glu 


Leu 


Pro 




130 










135 










140 










Leu 


Ala 


Ser 


Gin 


Glu 


Gin 


Pro 


Lys 


Gin 


Thr 


Thr 


Pro 


Ser 


Gly 


Ser 


Gly 


145 










150 










155 








160 
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Glu Pro Thr Gin 

Pro Asp Gin Asn 
180 

Ser Gin Ser Pro 
195 

Pro Ser Pro Glu 
210 

Glu Glu Asn Ser 
225 

Gly Ser Ser Gly 

Ala Glu Ser Ala 
260 

Glu Glu Lys Lys 
275 

Val Gin Asp Leu 
290 

Glu Asp Leu Ala 
305 

Arg Phe Leu Leu 

His Leu Asp Ser 
340 

Ala Asp lie Val 
355 

lie lie lie Gly 
370 

Lys Asn Gly Val 
385 

Leu Ser Ala Asn 

Val Asp Tyr Thr 
420 

Glu Asp Tyr Gly 
43 5 

Ala Arg Ala Ala 
450 

Pro Thr Gly Ala 
465 

Leu Phe Gly lie 

Ser lie Asp Gin 
500 

Gin Phe Pro Thr 
515 

Phe Leu lie Gly 
530 

Tyr Lys Val Asp 
545 

lie Asp Asp Glu 

Asn Pro Glu Phe 
580 

Phe Val lie Ser 
595 

Ala Asp Tyr Leu 
610 

Lys Val lie lie 



Ser Gin Asn Ala 
165 

Gin Gin Pro Gin 

Glu Asn Gin Glu 
200 

Thr Pro Glu Pro 
215 

Pro Ser Pro Met 
230 

Thr Ser Glu Glu 
245 

Ala Asn Glu Glu 

Glu Glu Asp Lys 
280 

Phe Arg Phe Asp 
295 

Gin Lys Gin Val 
310 

Lys Val Leu Ala 
325 

Gly Lys Thr Tyr 

Leu Ser Asp Met 
360 

Asn Asp Asn Ser 
375 

lie Val Glu Gly 
390 

Gin Val Val Ala 
405 

Ala Pro Ser Asp 

Leu Phe Gly Arg 
440 

Glu Glu GlU Glu 
455 

Phe lie Leu Thr 
470 

Gly Thr Thr Ser 
485 

lie Asp Leu lie 

Val Arg Phe Thr 
520 

His Val Arg Asn 
535 

Ala Leu Ser Phe 
550 

Ala Val Trp Gin 
565 

Lys Gly lie Ser 

Gly Tyr Leu Lys 
600 

Asn Leu His Phe 
615 

Glu Ser Gin Val 



Ser Met Glu Glu 
170 

Leu Ser Ser Ala 
185 

Gin Gin Pro Ser 

Ser Gly Glu Pro 
220 

Glu Lys Ala Ser 
235 

Glu Lys Glu Gly 
250 

Leu Lys Ala Glu 
265 

Xaa Glu Val Leu 

Gin Gly lie Phe 
300 

Ala Val Asp Leu 
315 

Gly Ala Asn lie 
330 

He Val Gly Ser 
345 

Ser He Ser Arg 

Val Leu He Glu 
380 

Arg Lys He Glu 
395 

Leu Gly Thr Thr 
410 

Thr Val Met Ala 
425 

Pro Gin Ser Pro 

Glu Lys Arg Lys 
460 

Leu Phe He Gly 
475 

Leu Phe His Thr 
490 

His Asp He Glu 
505 

Phe Asn Lys Asn 

Ser He Asp Lys 
540 

Val Lys Ser Val 
555 

Glu Met Asn He 
570 

Met Gin Ser Pro 
585 

Thr Glu Glu Gin 

Asn Tyr Leu Ser 
620 

Met Lys Ala Leu 



Asn Arg Thr Ser 
175 

Ser Glu Ser Gly 
190 

Gin Thr Pro Pro 
205 

Asn Ser Ala Thr 

Val Thr Glu Glu 
240 

Glu Glu Asp Thr 
255 

Ala Ser Gin Glu 
270 

Ala Pro Phe Asn 
285 

Pro Ala Glu He 

Thr Gin Pro Ser 
320 

Gly Ala Glu Phe 
335 

Asp Pro Gin Val 
350 

Gin His Ala Lys 
365 

Asp Leu Gly Ser 

His Gin Ser Thr 
400 

Leu Phe Leu Leu 
415 

Thr He Ser Ser 
430 

Glu Glu He Ala 
445 

Arg Ala Thr Leu 

Gly Leu Ala Leu 
480 

Lys Glu Val Val 
495 

His Val He Gin 
510 

Asn Gly Gin Leu 
525 

Ser Glu Leu Leu 

Asp Asp Asn Val 
560 

Leu Leu Ser Lys 
575 

Glu Pro Gly He 
590 

Ala Ala Cys Leu 
605 

Leu Leu Asp Asn 
Ala Gly His Leu 
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625 630 635 640 

Val Gin Ser Gly Phe Ala Asn Val His Val Ser Phe Thr Asn Gly Glu 

645 650 655 

Ala Val Leu Thr Gly Tyr lie Asn Asn Lys Asp Ala Asp Lys Phe Arg 

660 665 670 

Thr Val Val Gin Glu Leu Gin Asp He Ala Gly He Arg Ala Val Lys 

675 680 685 

Asn Phe Val Val Leu Leu Xaa Ala Glu Glu Gly Val He Asp Leu Asn 

690 695 700 

Met Arg Tyr Pro Gly Arg Tyr Arg Val Thr Gly Phe Ser Lys Cys Gly 
705 710 715 720 

Asp He Ser He Asn Val Val Val Asn Gly Arg He Leu Thr Arg Gly 

725 730 735 

Asp He Leu Asp Gly Met Thr Val Thr Ser He Gin Pro His Cys He 

740 745 750 

Phe Leu Glu Arg Glu Gly Leu Lys Tyr Lys He Glu Tyr Asn Lys 
755 760 765 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 64: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 137 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 7 52 503 7 5 2 9 13 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 764: 



Ala 


Arg 


Glu 


His 


Met 


Leu 


Glu 


Lys 


Leu 


He 


Lys 


Asn 


Phe 


Val 


Ala 


Tyr 


1 








5 










10 










15 


Met 


Gly 


Val 


Ala 


Ser 


Glu 


Leu 


Glu 


Phe 


Asp 


Ala 


Asp 


Gly 


Ser 


Tyr 


Val 








2 0 










25 










30 




Leu 


Pro 


He 


Ser 


Ser 


Leu 


Val 


Arg 


Met 


Arg 


Val 


Arg 


Gin 


Asn 


Ala 


Asp 






35 










40 










45 






Glu 


Glu 


He 


He 


He 


Ser 


Ala 


Phe 


Leu 


Gly Glu 


He 


Pro 


Ala 


Phe 


Met 




50 










55 










60 










Asp 


He 


Glu 


Lys 


Ala 


Tyr 


Ala 


Arg 


Met 


Met 


Glu 


Gly 


Asn 


Leu 


Phe 


Gly 


65 










70 










75 










80 


Gin 


Glu 


Thr 


Gly 


Gly 


Ala 


Ala 


Leu 


Gly 


Leu 


Asp 


Ser 


Asp 


Gly 


His 


Ala 










85 










90 










95 




Val 


Leu 


Val 


Arg 


Arg 


Val 


Pro 


Gly 


Glu 


Val 


Ser 


Gin 


Glu 


Asp 


Phe 


Ala 








100 










105 










110 






Ser 


Phe 


He 


Gly 


Gly 


Val 


Leu 


Asn 


Tyr 


Ala 


Glu 


Ala 


Trp 


Leu 


Glu 


Asp 






115 










120 










125 






Leu 


Gly 


Leu 


Ser 


Lys 


Thr 


Glu 


Gin 


Xaa 

















130 135 



(2) INFORMATIONS POUR LA SEQ ID NO: 7 65: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 324 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineaire 
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(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 7 53 6 16 .. 7 54 587 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 7 65: 

Arg Val Leu Leu Gly Val lie Gly Val Ser Tyr Arg Glu Thr Thr Leu 

1 5 10 15 

Gin Gin Arg Glu Gin Val Leu His lie Leu Gin Gin Ala Gin Gly Ser 

20 25 30 

Phe Arg Pro Glu Val Phe Gin Glu Glu Arg Asp Tyr Val Leu Leu Ala 

35 40 45 

Thr Cys His Arg Val Glu Leu Tyr Ser Val Ala Pro Ala Glu Leu Phe 

50 55 60 

Asp Ser Leu Ala Gin Glu lie Lys Leu Leu Gly Val Ser Pro Tyr Phe 
65 70 75 80 

Tyr Arg Asn Gin Asp Cys Phe Ala His Leu Phe Cys Val Ala Gly Gly 

85 90 95 

Leu Asp Ser Leu Val Leu Gly Glu Thr Glu lie Gin Gly Gin Val Lys 

100 105 110 

Arg Ala Tyr Leu Gin Ala Ala Arg Glu Gin Lys Leu Ser Phe Ala Leu 

115 120 125 

His Phe Leu Phe Gin Lys Ala Leu Lys Glu Gly Lys Val Phe Arg Ala 

130 135 140 

Lys Gly Gly Ala Pro Tyr Ala Ala lie Thr lie Pro lie Leu Val Asp 
145 150 155 160 

Gin Glu Leu Arg Arg Arg Gin lie Asp Lys Lys Ala Ser Leu Leu Phe 

~\l65 .170 175 

lie Gly Tyr Ser Glu lie Asn Arg Ser Val Ala Tyr His Leu Arg Arg 

180 185 190 

Gin Gly Phe Ser Cys lie Thr Phe Cys Ser Arg Gin Gin Leu Pro Thr 

195 200 205 

Leu Ser Met Arg Gin Val Val A.rg Glu Glu Leu Cys Phe Gin Asp Pro 

210 215 220 

Tyr Arg Val Val Phe Leu Gly Ser Leu Glu Leu Gin Tyr Ala Leu Pro 
225 230 235 240 

His Ser Leu Trp Glu Ser lie Trp Asp lie Pro Asp Arg lie Val Phe 

245 250 255 

Asp Phe Ala Val Pro Arg Ala Leu Pro Ser His Thr Val Phe Pro His 

260 265 270 

Arg Tyr Met Asp Met Asp Gin lie Ser Asp Trp Leu Arg Glu His Arg 

275 _ 280 285 

Lys Glu Val Asn Ser Ala His Leu Asp Ser Leu Arg Glu Val Ala Tyr 

290 295 300 

Arg Tyr Trp Asn Ser Leu Asn Gin Arg Leu Glu Arg His Asp Cys Val 
305 310 315 320 

Gly Ala Asn Ala 



(2) INFORMATIONS POUR LA SEQ ID NO: 766: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 605 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 
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( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 755000 . . 756814 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 7 66: 

Met Arg Lys Lys Thr Ala Tyr Ser Glu Ser Ser He He Ser Leu Ala 

1 5 .10 15 

Ser Leu Asp His He Arg Leu Arg Ala Gly Met Tyr He Gly Arg Leu 

20 25 30 

Gly Asp Gly Ser Gin Ala Glu Asp Gly He Tyr Thr Leu Phe Lys Glu 

35 40 45 

Val Val Asp Asn Ala He Asp Glu Phe Val Met Gly Tyr Gly His Thr 

50 55 60 

He His He Thr Gly Asp Ala His Glu Leu Ser He Arg Asp Glu Gly 
65 70 75 80 

Arg Gly He Pro Leu Gly Lys Val He Asp Cys Val Ser Lys He Asn 

85 90 95 

Thr Gly Ala Lys Tyr Thr Gin Asp Val Phe His Phe Ser Val Gly Leu 

100 105 no 

Asn Gly Val Gly Leu Lys Ala Val Asn Ala Leu Ser Gin His Phe Ser 

115 120 125 

Val Arg Ser Val Arg Asn Lys Lys Phe Leu Lys Ala Ser Phe Ser Lys 

130 135 140 

Gly He Leu Leu His Thr Glu Gin Gly Ala Thr Gin Asp Pro Asp Gly 
145 150 155 160 

Thr Glu Val Val Phe Ser Pro Asp His Glu Leu Phe Glu Asn Phe Ser 

165 170 175 

Phe Gin Val Glu Phe Leu Lys Lys Lys He Arg Gin Tyr Thr Tyr Leu 

180 185 190 

His Pro Gly Leu Thr He He Tyr Asn Gly Glu Arg He Val Ser Thr 

195 200 205 

Arg Gly Leu Leu Asp Leu Phe Glu Glu Glu Val Gin Thr Pro Leu Leu 

210 215 220 

Tyr Ser Pro He Thr Phe Gin Tyr Ser Asp Leu Ala Phe Leu Phe Ser 
225 230 235 240 

His Thr Glu Thr Ser Ser Glu Gin Tyr Phe Ser Phe Val Asn Gly Gin 

245 250 255 

Glu Thr Thr Asp Gly Gly Thr His Leu Val Ala Phe Lys Glu Gly He 

260 265 270 

Val Lys Gly Val Asn Glu Phe Phe Gly Lys Asn Phe Ser Ser Gin Asp 

275 280 285 

He Arg Glu Gly Leu Ala Gly Cys He Ala He Lys He Ala Ser Pro 

290 295 300 

He Phe Glu Ser Gin Thr Lys Asn Lys Leu Gly Asn Thr Asn He Arg 
305 310 315 320 

Ala Glu Leu Ala Lys Arg Val Lys Glu Ala Val Leu Ser Ser Leu Lys 

325 330 335 

Lys Asn Pro Ser Ser Ala Glu Arg He Gin Glu Lys He Lys Leu Asn 

340 345 350 

Glu Lys Thr Arg Lys Asn Ala Gin Phe Leu Lys Gin Glu Leu Lys Asp 

355 360 365 

Lys Gin Lys Lys Leu His Tyr Lys He Pro Lys Leu Arg Asp Cys Lys 

370 375 . 380 

Phe His Leu Thr Asp Asn Ser Leu Tyr Gly Lys Asn Ser Ser He Phe 
385 390 395 400 

He Thr Glu Gly Glu Ser Ala Ser Ala Ser He Leu Ala Ser Arg Asn 
405 410 415 
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Pro Leu Thr Gin Ala Val Phe Ser Leu Arg Gly Lys Pro Met Asn Val 

420 425 430 

Phe Ser Ser Lys Glu Glu Thr lie Tyr Lys Asn Asp Glu Leu Phe Tyr 

435 440 445 

Leu Ala Thr Ala Leu Gly Leu His Lys Asp Ser Leu Gin Asn Leu Arg 

450 455 460 

Tyr Asn Gin Val lie Leu Ala Thr Asp Ala Asp Val Asp Gly Met His 
465 470 475 480 

lie Arg Asn Leu Met lie Thr Phe Phe Leu Lys Thr Phe Leu Pro Leu 

485 490 495 

Val Ala Ser Asn His Leu Phe lie Leu Glu Thr Pro Leu Phe Lys Val 

500 505 510 

Arg His Lys Asp Ala Thr Phe Tyr Cys Tyr Ser Glu Glu Glu Lys Leu 

515 520 525 

Ser Thr lie Glu His lie Gly Lys Lys Glu Ser Ser Leu Glu He Thr 

530 535 540 

Arg Phe Lys Gly Leu Gly Glu He Ser Pro Lys Glu Phe Lys Ser Phe 
545 550 555 560 

He Gly Ala Asp Met Arg Leu Thr Pro Val Ser Leu Pro Asp Thr Glu 

565 570 575 

Thr Leu Asp Thr Leu Leu Gin Phe Tyr Met Gly Lys Asn Thr Lys Glu 

580 585 590 

Arg Lys Leu Phe He He Glu Asn Leu Val Thr Asn Leu 
595 600 605 



(2) INFORMATIONS POUR LA SEQ ID NO: 7 67: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 502 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineair e 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 7567 96 .. 7583 01 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 767: 

Glu Ser Cys Tyr Gin Pro Leu Ala He Asn Glu Leu Met Ser Asp Leu 

15 10 15 

Ser Asp Leu Phe Lys Thr His Phe Thr Gin Tyr Ala Ser Tyr Val He 

20 - 25 30 

Leu Glu Arg Ala He Pro His Val Leu Asp Gly Leu Lys Pro Val Gin 

35 40 45 

Arg Arg Leu Leu Trp Thr Leu Phe Arg Met Asp Asp Glv Lvs Met His 

50 55 60 

Lys Val Ala Asn He Ala Gly Arg Thr Met Ala Leu His Pro His Gly 

65 70 75 80 

Asp Ala Pro He Val Glu Ala Leu Val Val Leu Ala Asn Lys Gly Phe 

85 90 95 

Leu He Glu Thr Gin Gly Asn Phe Gly Asn Pro Leu Thr Gly Asp Pro 

100 105 110 

His Ala Ala Ala Arg Tyr He Glu Ala Arg Leu Ser Pro Leu Ala Lys 

115 120 125 

Glu Val Leu Phe Asn Thr Asp Leu Met Thr Phe His Asp Ser Tyr Asp 

130 135 140 

Gly Arg Glu Gin Glu Pro Asp He Leu Ala Ala Lys He Pro Leu Leu 



1483 



145 

Leu Leu His Gly 

Phe Pro His Asn 
180 

Asn Asp Gin Pro 
195 

Met Asp Ala Ser 
210 

Ala Thr He Asp 
225 

Cys Pro Ser Thr 

Ala Lys Arg Gly 
260 

Asp Leu Pro His 
275 

Asp Leu Leu Arg 
290 

Thr Ser Arg Pro 
305 

He Ser Glu He 

Lys Lys Glu Leu 
340 

His Lys Thr Leu 
355 

Val Arg Ser Met 
370 

He His Asn Ala 
385 

Pro Ala Pro Asp 

Lys Lys He Leu 
420 

Cys Leu Glu Lys 
435 

Lys Lys Tyr Thr 
450 

Gin Leu Gly His 
465 

Thr Glu Arg Val 

Asp Gin Glu Glu 
500 



150 

Val Asp Gly He 
165 

Phe Cys Asp Leu 

Phe Ser Leu Leu 
200 

Asp Tyr Gin Asp 
215 

He He Asn Asp 
230 

Thr Thr Glu Thr 
245 

He He Lys He 

He Glu He Lys 
280 

Pro Leu Tyr Thr 
295 

Thr Ala He Tyr 
310 

Leu Arg Leu Gin 
325 

Leu He Leu Glu 

Glu Tyr Leu Phe 
360 

Leu Ser Lys Arg 
375 

Val Leu Glu Ala 
390 

Lys Gin Ala Thr 
405 

Cys Phe Asp Glu 

Lys Arg Ser Ser 
440 

Val Leu Tyr He 
455 

Arg Lys Thr Lys 
470 

Ser Ala His Lys 
485 

Asn Phe - 



155 

Ala Val Gly Met 
170 

Leu Glu Ala Gin 
185 

Pro Asp Phe Pro 

Gly Leu Gly Ser 
220 

Lys Thr Leu Leu 
235 

Leu He Arg Ser 
250 

Asp Ser He Gin 
265 

Leu Pro Lys Gly 

His Thr Glu Cys 
300 

Gin Gly Lys Pro 
315 

Thr Glu Thr Leu 
330 

Asp Ser Leu Ser 
345 

He Lys His Lys 

Lys Thr Ser Pro 
380 

Leu Thr Pro Phe 
395 

Ala Gin Leu Ala 
410 

Asn Ser Tyr Glu 
425 

Val Gin Lys Asp 

Lys Lys Leu Leu 
460 

He Ala Lys Phe 
475 

Lys Ala Lys Glu 
490 



160 

Thr Thr Lys He 
175 

He Ala He Leu 
190 

Ser Gly Gly Thr 
205 

He Val Leu Arg 

He Lys Glu He 
240 

He Glu Asn Ala 
255 

Asp Phe Ser Thr 
270 

He His Ala Lys 
285 

Gin Val He Leu 

Trp Glu Thr Thr 
320 

Gin Asn Tyr Leu 
335 

Arg Glu Leu Tyr 
350 

Leu Tyr Asp Thr 
365 

Ser Ser Ser Ala 

Leu Asp Thr Leu 
400 

Ala Leu Thr He 
415 

Lys Glu Leu Ala 
430 

Leu Ser Gin Leu 
445 

Glu Thr Tyr Arg 

Asp Asp Leu Pro 
480 

Pro Ala Ala Leu 
495 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 68: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 82 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 7 5844 6 .. 7 5869 1 ) 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 7 68: 



Asp Leu Leu Arg 
1 

Val Asp Lys Pro 
20 

Thr lie lie Tyr 
35 

lie Gly Lys Glu 
50 

Ser Val Ala Ser 
65 

Glu Arg 



Met Lys Glu Phe 
5 

Glu Glu Val His 

Glu Leu Thr Val 
40 

Gly Arg Thr lie 
55 

Arg Asp Asn Val 
70 



Leu Ala Tyr lie 
10 

Leu Lys Glu Val 
25 

Ala Lys Gly Asp 

Lys Ala lie Arg 
60 

Lys Val Ser Leu 
75 



Val Lys Asn Leu 
15 

Gin Gly Thr Asn 
30 

lie Gly Lys lie 
45 

Thr Leu Leu Val 

Glu lie Met Glu 
80 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 69: 

(i) CARACTERI ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 146 ac ides • amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (75933 8 759775 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 769: 



lie Pro Ala Pro 
1 

Thr Gly Arg Leu 
20 

Arg Ala Phe Tyr 
35 

Gly Arg Val Tyr 
50 

Val Glu Val Glu 
65 

Glu Asp lie Pro 

lie Asn Lys Pro 
100 

Gin Gly Thr Val 
115 

Lys Gin Glu Leu 

130 
Leu Arg 
145 



Thr Ala Val Phe 
5 

Asp Lys Gly Leu 

Gin Gin Gin lie 
40 

Thr Arg Val Ser 
55 

Leu lie Glu Glu 
70 

Leu Asp Lys Val 
85 

Arg Asp Met Val 

Val His Ala Leu 
120 

Pro Arg Gly Ala 
135 



Ser Phe Val lie 
10 

Val Ser Tyr Asn 
25 

Glu Leu Gly Arg 

His Pro Leu Ser 
60 

Glu Glu Pro Ser 
75 

Tyr Glu Asp Asp 
90 

Val His Pro Ala 
105 

Leu His Glu lie 

Met Ala Pro Arg 
140 



Asp Glu Gin Leu 
15 

Gly Ala Tyr Ser 
30 

Val Arg Val Asn 
45 

Leu Gly Asp Val 

Ser Leu lie Pro 
80 

Met lie Leu Val 
95 

Pro Gly His Thr 
110 

Gly Glu Arg Leu 
125 

Asp Cys Thr Ser 



(2) INFORMATIONS POUR LA SEQ ID NO : 77 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 124 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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( i i i ) HYPOTHETI QUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 7 5 9 87 1 7 60242 ) 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 77 0: 



Arg 


Asn 


Gly 


Ser 


Ser 


Thr 


Thr 


Arg 


Phe 


Lys 


Glu 


Asn 


Ala 


Phe 


Gly 


He 


1 








5 










10 










15 




Gin 


Arg 


Leu 


Met 
20 


Glu 


He 


Arg 


Tyr 


Phe 
25 


Leu 


Ala 


Arg 


Pro 


Leu 
30 


Leu 


Glu 


Glu 


Glu 


Val 


Cys 


Arg 


Leu 


Ala 


Asn 


Asn 


Arg 


Lys 


Asn 


Phe 


Leu 


Phe 


Asp 


Ala 




35 










40 










45 






Glu 


Lys 


Tyr 


Leu 


He 


Pro 


He 


c ys 


Tyr 


Lys 


Gin 


Thr 


He 


Tyr 


Leu 




50 










55 










60 








Ala 


Lys 


Pro 


Leu 


Ser 


Arg 


Phe 


Pro 


Met 


Thr 


Gin 


Glu 


Val 


Trp 


Glu 


Leu 


65 










70 










75 








80 


His 


Val 


Gin 


His 


Val 


He 


Ser 


Leu 


Leu 


Lys 


Gin 


Gin 


Phe 


Gly 


He 


Leu 










85 










90 








95 




Thr 


Asp 


His 


Ala 


Pro 


He 


Leu 


Leu 


Ala 


Cys 


Glu 


Ala 


Arg 


Gin 


Val 


Val 








100 










105 








110 






Leu 


Leu 


Glu 
115 


Ser 


Leu 


Asp 


Ser 


Phe 
120 


Val 


Asn 


He 


Ser 











(2) INFORMATIONS POUR LA SEQ ID NO : 771: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 117 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 7 6 0 1 8 8 . . 7 6 0 53 8 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 771: 



Lys 


He 


Leu 


Leu 


Thr 


Gin 


Val 


Lys 


Tyr 


Arg 


Lys 


He 


Phe 


Val 


Leu 


Gly 


1 








5 










10 










15 


Glu 


Ser 


Leu 


Val 


Met 


Asp 


Thr 


Gin 


Phe 


He 


Ala 


Ser 


Arg 


Ser 


Val 


Arg 








20 










25 










30 




Asn 


Gin 


Gly 
35 


Val 


Thr 


Ser 


Val 


Ser 
40 


Gly 


Gin 


Val 


Lys 


Glu 
45 


Glu 


Leu 


Met 


Ser 


Pro 


Ser 


Asn 


Met 


Thr 


Phe 


Glu 


Gly 


Pro 


Val 


Arg 


Ser 


Leu 


Asp 


Gin 




50 










55 










60 








Leu 


Arg 


Gin 


Ala 


Leu 


He 


Ala 


Lys 


Met 


Gly 


Glu 


Gin 


Lys 


Gly 


Gin 


Glu 


65 










70 










75 






80 


Met 


Tyr 


Asp 


Arg 


Phe 
85 


He 


Gin 


Ser 


Leu 


Leu 
90 


He 


Ser 


Thr 


Phe 


Thr 
95 


Thr 


Val 


His 


Lys 


Glu 


Met 


Asp 


Arg 


Ala 


Gin 


Arg 


Ala 


Ser 


Lys 


Lys 


Met 


Arg 








100 










105 










110 




Ser 


Val 


Tyr 
115 


Arg 


Asp 

























(2) INFORMATIONS POUR LA SEQ ID NO: 772: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 269 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 760966 . . 761772 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 772: 

Met Phe Pro Glu Asn Lys Met Leu Leu lie Ala Gly Pro Cys Val lie 

15 10 15 

Glu Asp Asn Ser Val Phe Glu Thr Ala Arg Arg Leu Lys Glu lie Val 

20 25 30 

Ala Pro Tyr Ala Ser Ser Val His Trp lie Phe Lys Ser Ser Tyr Asp 

35 40 45 

Lys Ala Asn Arg Ser Ser Val His Asn Tyr Arg Gly Pro Gly Leu Arg 

50 55 60 

Leu Gly Leu Gin Thr Leu Ala Lys lie Lys Glu. Glu Leu Asp Val Glu 
65 70 75 80 

lie Leu Thr Asp Val His Ser Pro Asp Glu Ala Arg Glu Ala Ala Lys 

85 90 95 

Val Cys Asp lie lie Gin Val Pro Ala Phe Leu Cys Arg Gin Thr Asp 

100 105 110 

Leu Leu Val Thr Ala Gly Glu Thr Gin Ala He Val Asn He Lys Lys 

115 120 125 

Gly Gin Phe Leu Ser Pro Trp Glu Met Gin Gly Pro He Asp Lys Val 

130 135 140 

Leu Ser Thr Gly Asn Asn Lys He He Leu Thr Glu Arg Gly Cys Ser 
145 150 155 160 

Phe Gly Tyr Asn Asn Leu Val Ser Asp Met Arg Ser He Glu Val Leu 

165 170 175 

Arg Arg Phe Gly Phe Pro Val Val Phe Asp Gly Thr His Ser Val Gin 

180 185 190 

Leu Pro Gly Ala Leu His Ser Gin Ser Gly Gly Gin Thr Glu Phe He 

195 200 205 

Pro Val Leu Thr Arg Ser Ala He Ala Ala Gly Val Gin Gly Leu Phe 

210 215 220 

He Glu Thr His Pro Asn Pro Ser Ser Ala Leu Ser Asp Ala Ala Ser 
225 230 235 240 

Thr Leu Ser Leu Lys Asp Leu Glu Arg Leu Leu Pro Ala Trp Val Gin 

245 - 250 255 

Leu Phe Thr Tyr He Gin Glu Met Asp Ala Val Ser Val 
260 265 



(2) INFORMATIONS POUR LA SEQ ID NO: 773: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 128 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 7 617 59 .. 7 62 142 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 773: 



Met 


Leu 


Phe 


Leu 


Tyr 


Asp 


Xaa 


Xaa 


Leu 


Phe 


His 


Gly 


He 


Trp 


Cys 


Val 


1 

X 








b 










10 










15 




Val 


Val 


Leu 


He 


Leu 


Cys 


Ala 


Cys 


Val 


Thr 


Ala 


Leu 


Ala 


Val 


Val 


Lys 








£ U 










25 










30 




Met 


Gly 


Asp 
35 


Phe 


Thr 


Asn 


Pro 


Thr 
40 


Leu 


Val 


His 


Gin 


Asp 
45 


Ser 


Val 


Thr 


Pro 


Ala 


Pro 


Pro 


Phe 


Leu 


Lys 


He 


Lys 


Lys 


Leu 


Gly 


Val 


Arg 


Lys 


Arg 




50 










55 










60 






He 


He 


Ser 


Pro 


Glu 


Lys 


Gin 


Leu 


Phe 


Tyr 


Cys 


Thr 


He 


Asp 


Lys 


Ser 


65 










70 










75 






80 


Cys 


Met 


Glu 


Leu 


His 


Phe 


Ser 


Asn 


Thr 


Ser 


Leu 


His 


Cys 


Arg 


Glu 


Leu 










85 










90 








95 




Leu 


Ser 


His 


Leu 
100 


Thr 


Gly 


Cys 


Leu 


Gin 
105 


Thr 


Glu 


Xaa 


Ala 


Asp 
110 


Pro 


Leu 


Cys 


Phe 


Leu 
115 


Glu 


Val 


Leu 


Glu 


Asp 
120 


Phe 


Leu 


He 


Thr 


Lys 
125 


He 


He 


Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 774: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 23 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 762267 762983 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 774: 



Met 


Ser 


Val 


Leu 


Ser 


Val 


Cys 


Asn 


Leu 


He 


Lys 


Lys 


Tyr 


Asn 


Lys 


Lys 


1 








5 










10 










15 


Pro 


Val 


Thr 


Asn 


Asp 


Val 


Ser 


Phe 


Gin 


Val 


Asn 


Ala 


Gly 


Glu 


He 


Val 








20 










25 








30 






Gly 


Leu 


Leu 


Gly 


Pro 


Asn 


Gly 


Ala 


Gly 


Lys 


Thr 


Thr 


Ala 


Phe 


Tyr 


Gin 






35 










40 










45 






Thr 


Val 


Gly 


Leu 


He 


Arg 


Pro 


Asp 


Ser 


Gly 


Lys 


He 


Leu 


Phe 


Lys 


Asn 




50 










55 










60 








Thr 


Asp 


He 


Thr 


Lys 


Lys 


Pro 


Met 


Asp 


Tyr 


Arg 


Ala 


Arg 


Leu 


Gly 


He 


65 










70 










75 








80 


Gly 


Tyr 


Leu 


Ala 


Gin 


Glu 


Pro 


Thr 


He 


Phe 


Lys 


Glu 


Leu 


Thr 


Val 


Lys 










85 










90 










95 


Glu 


Asn 


Leu 


He 


Cys 


Val 


Leu 


Glu 


He 


He 


Tyr 


Lys 


Thr 


Arg 


Lys 


Glu 








100 










105 










110 




Gin 


Thr 


His 


Leu 


Leu 


Asn 


Ala 


Leu 


He 


Asp 


Asp 


Leu 


Gin 


Leu 


Thr 


Thr 






115 










120 










125 








Ser 


Leu 


His 


Lys 


Lys 


Ala 


Gly 


Ser 


Leu 


Ser 


Gly 


Gly 


Glu 


Arg 


Arg 


Arg 




130 










135 










140 






Leu 


Glu 


He 


Ala 


Cys 


Val 


Leu 


Ala 


Leu 


Asn 


Pro 


Ser 


Val 


Leu 


Leu 


Leu 


145 










150 










155 










160 


Asp 


Glu 


Pro 


Phe 


Ala 


Asn 


Val 


Asp 


Pro 


Leu 


Val 


He 


Gin 


Asn 


Val 


Lys 










165 










170 










175 


Tyr 


Leu 


He 


Lys 


He 


Leu 


Ala 


Ser 


Arg 


Gly 


He 


Gly 


He 


Leu 


He 


Thr 



180 185 190 
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Asp His Asn Ala Lys Glu Leu Leu Ser lie Ala Asp Arg Cys Tyr Leu 

195 200 205 

lie lie Asp Gly Lys lie Phe Phe Glu Gly Ser Ser Ala Gin Met lie 

210 215 220 

Ala Asn Pro Met Val Arg Gin His Tyr Leu Gly Asp Ser Phe Ser 
225 230 235 



(2) INFORMATIONS POUR LA SEQ ID NO : 77 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 377 acides amines 

(B) TYPE: acide amine 

{ D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 7 63 3 3 5 7 64465 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 775: 



lie 


Glv 


Glv 


Thr 


Phe 


Pro 


Arcr 


Thr 


Pro 


Leu 


He 


Phe 


Glu 


Glu 


He 


Ala 


1 








5 










10 










15 




Leu 


Leu 


Ser 


Glu 


Glu 


Gin 


Asn 


Gin 


Val 


Leu 


Lys 


Thr 


Val 


Leu 


Asn 


Ser 








20 










25 










3 0 






Cys 


Phe 


Ser 


Leu 


Val 


Cvs 


Glv 


Glv 


Pro 


Glv 


Thr 


Glv 


Lys 


Thr 


Phe 


Leu 






35 










40 










45 








Ala 


Val 


Gin 


Met 


He 


Xaa 


Leu 


He 


Leu 


Ala 


Gin 


He 


Pro 


Ser 


Ala 


Gin 




50 










55 










60 










He 


Met 


Val 


Ala 


Ser 


Pro 


Thr 


Gly 


Lys 


Ala 


Ser 


Ala 


His 


Leu 


His 


Ser 


65 










70 










75 










80 


Val 


Leu 


Thr 


Ser 


Gin 


Gly 


He 


Val 


Gly 


Asp 


Ser 


Val 


Glu 


Val 


Val 


Thr 










85 










90 










95 




He 


His 


Lys 


Phe 


Leu 


Lys 


Asp 


Met 


Arg 


Arg 


Gly 


Arg 


Ser 


Pro 


Val 


Asp 








100 










105 










110 






Leu 


Leu 


Leu 


Val 


Asp 


Glu 


Gly 


Ser 


Met 


Val 


Thr 


Met 


Asn 


Leu 


Leu 


His 






115 










120 










125 








Gly 


Leu 


He 


Lys 


Thr 


He 


Arg 


Gly 


Glu 


Ser 


Arg 


Gly 


Glu 


Thr 


He 


Tyr 




130 










135 










140 










Ala 


Asp 


Arg 


Met 


Val 


He 


Phe 


Gly 


Asp 


Ala 


Asn 


Gin 


Leu 


Ser 


Pro 


He 


145 










150 










155 










160 


Gly 


He 


Gly 


Val 


Gly 


Asn 


Pro 


Phe 


His 


Glu 


Val 


Val 


Ser 


Glu 


Phe 


Ser 










165 










170 










175 




Lys 


Gin 


Ala 


Cys 


Phe 


Leu 


Ser 


Thr 


Ser 


His 


Arg 


Ala 


Lys 


His 


Lys 


Glu 








180 










185 










190 






Leu 


Gin 


Glu 


Leu 


Ala 


Ser 


Ala 


Val 


Leu 


Arg 


Lys 


Glu 


Leu 


He 


Pro 


Phe 






195 










200 










205 








Gin 


Pro 


Leu 


Pro 


Ser 


Arg 


Gin 


Glu 


Ala 


He 


Arg 


Arg 


Leu 


Ser 


Phe 


Ala 




210 










215 










220 










Phe 


Thr 


Gin 


Ala 


Ala 


Lys 


Glu 


Gly 


Val 


Ser 


Leu 


Cys 


Ala 


Leu 


Thr 


Pro 


225 










230 










235 










240 


Met 


Arg 


Gin 


Gly 


Leu 


Trp 


Gly 


Phe 


Leu 


Gin 


Leu 


Asn 


Arg 


Leu 


Leu 


Phe 










245 










250 










255 




Asn 


Glu 


Met 


Gin 


Glu 


Lys 


His 


Pro 


Arg 


Ala 


Pro 


He 


Pro 


He 


He 


Val 








260 










265 










270 






Thr 


Glu 


Arg 


Tyr 


Glu 


Thr 


Trp 


Gly 


Leu 


Thr 


Asn 


Gly 


Asp 


Thr 


Gly 


Val 






275 










280 










285 








Leu 


Asp 


Pro 


Val 


Thr 


Glu 


Gin 


Leu 


Arg 


Phe 


Met 


Asn 


Gly 


Glu 


He 


Leu 
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290 

His Gin Ala Asp Phe Pro 
305 310 
His Lys Ser Gin Gly Ser 
325 

Lys Gly Ser Glu Val Phe 
340 

Arg Thr Lys Gin His Val 
355 

Ala lie lie Leu Lys Arg 
370 



295 

Tyr Tyr Ser Tyr Asn 
315 

Glu Tyr Asp Arg Val 
330 

Asp Ser Ala lie Leu 
345 

Glu lie Trp Ala Asp 

360 
Gly Arg Tyr 
375 



300 

Tyr Val Met Ser Val 
320 

lie Val lie Leu Pro 
335 

Tyr Thr Ala lie Thr 
350 

Arg Glu Ala Leu Glu 
365 



(2) INFORMATIONS POUR LA SEQ ID NO: 776: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 140 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 7 6443 8 7 64 857 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 77 6: 



lie 


His 


Ser 


Thr 


Thr 


Ala 


Lys 


Arg 


Lys 


He 


Phe 


Pro 


Val 


Asn 


Val 


Asn 


1 








5 










10 










15 




Gin 


His 


Val 


Gin 


Asp 


He 


Val 


Pro 


Ser 


Leu 


Leu 


Ala 


Gin 


His 


He 


Leu 








20 










25 










30 






Leu 


Pro 


Phe 


Asp 


He 


Ala 


Phe 


Ala- 


Gin 


Lys 


His 


Leu 


Ser 


Gin 


Glu 


Glu 






35 










40 










45 








Phe 


Ser 


Gin 


Glu 


Ala 


Glu 


Ala 


Phe 


Leu 


Ala 


Thr 


Ala 


Ser 


Ala 


Leu 


Leu 




50 










55 










60 










Arg 


Cys 


Gly 


Tyr 


Pro 


Tyr 


Phe 


Ser 


He 


Cys 


Asp 


Glu 


Thr 


He 


His 


Pro 


65 










70 










75 










80 


Thr 


Leu 


Pro 


Gly 


He 


Ser 


Asn 


Lys 


Gin 


Leu 


Phe 


Gin 


Trp 


Phe 


Gin 


Leu 










85 










90 










95 




Leu 


Ser 


Ser 


Arg 


He 


Lys 


Glu 


Glu 


Leu 


Phe 


Glu 


Val 


Val 


Asn 


His 


Lys 








100 










105 










110 






He 


Tyr 


Leu 


Arg 


Ser 


Leu 


Phe 


Leu 


Leu 


Arg 


Glu 


Lys 


Val 


Phe 


His 


Lys 






115 










120 










125 






Leu 


His 


Arg 


Leu 


Ala 


Gly 


Arg 


Phe 


His 


Val 


His 


Leu 











130 135 140 



(2) INFORMATIONS POUR LA SEQ ID NO: 777: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 416 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (764821 .. 766068 ) 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 777: 



Lys 


L6U 


Tip* 
lie 


1 \y 
\j 1 y 


Ala 


Ar q* 


rvi y 


lyi 


A 1 -a 


fin 

\j 1 LA 


C 1 \v 


Arg 


T 1 0 
lie 


i 

val 


T 1 0 
lie 


Asn 


i 
i 








5 










1 \J 










1 C 
1 _/ 




S er 


Tip 
lit: 


pV, 0 
x 1 1 tr 


Asn 


Lys 


lie 


Phe 


cpr 

OCl 


Arg 


V7lU 


ryr 


A 1 -a 

Aid. 




Cor 
Oel 


v a 1 


Asp 








20 










25 










1 0 

J L/ 








Tyr 


ASXl 


A r /T 


T .01 1 
J_ le LA 


val 


T.oi 1 
Aj e la 


Lie L. 


Leu 


m a/- 

vjiy 


pin 

111 


Cor 


ryr 


Leu 


Leu 


r* 1 \ 1 






3 5 










40 










4 5 












Glu 


Gly 


Val 


Arg* 


Ser 


Asp 


Leu 


Leu 


Pro 


Glu 


T\yr 
lyi 


ly i 


Glu 


Thr 

1 All 




5 0 










55 










6 0 










Tip 

J. J. e 


L GU 


IT A ItS 


Tvr 

lyi 


Gin 


Lys 


Gin 


Met 


Lys 


Gly 


Pho 
rut; 


Asp 


Ala 


niv 


A 1 -n 

/a 1 a 


TH/r 

iyr 












7 0 










7 ^ 










ftO 

O VJ 


Lys 


•Phr 


Irile 


Phe 


Pro 


Glu 


Ser 


Met 


Leu 


Val 


x 1 w 


nil 


Tip 
lie 


J-\Le L, 




nib 










85 










90 










95 




Tl p 
lie 


rile 


Val 


lie 


Pro 


Glu 


Thr 


Gin 


Leu 


Pro 


Leu 


Phe 


Met 


Asp 


Ala 


Leu 








100 










105 










110 








Mot" 
lie i— 


-Lip 


Glu 


Asn 


Ser 


ly 1 


Val 


His 


Pro 


Asp 


Tvy 
ly 1 


Ser 


Leu 


Val 


T .01 1 






115 










120 










125 








Glu 


Air 07 


Met 


Lys 


Pro 


Ala 


Val 


Leu 


Gin 


Asp 


Gly 


He 


His 


Thr 


Gin 


Lys 




13 0 










135 










140 










Tl p 
11c 


Cys 


Gin 


Ala 


lie 


Ala 


Asp 


Ser 


Lys 


He 


Lys 


Lys 


Leu 


Lys 


Glu 


Lys 


145 










150 










155 










160 


T .01 1 

J_je LA 


lie 


Glu 


Leu 


Phe 


Ser 


Asp 


Glu 


Leu 


Val 


Phe 


Cys 


Val 


Ser 


Gin 


Gly 










165 










170 










17 5 




A on 
oil 


Thr 
±111. 


val 


Cys 


Ala 


Asp 


Gin 


lyi 


Leu 


Ala 


Leu 


Leu 


Lys 


Thr 


Leu 


Asp 








180 










185 










19 0 






Jri u 


Arg 


Cor 


Cor 
Del 


Tm 

1 rp 


Gly 


His 


Lys 


Leu 


Leu 


Leu 


Ser 


Glu 


Lys 


Glu 


He 






1 j j 










200 










205 








V A 1 


A en 


Met 


Val 


Cys 


Glu 


Asp 


Asp 


Ala 


Gin 


TVr 
ly i 


Ser 


Arg 


Leu 


Lys 


Asp 




9 1 n 
z i u 










1 j 










9 9 0 

-<S VJ 










ryr 


Leu 


Leu 


Leu 


1 rp 


C 1 1 1 
blU 


L? 1 LA 


pin 




Tip 

1 1 e 


r\i a 


AO ' 


v a 1 




A rrr 
/■vi y 


ri l n 

bill 


z z z> 










9 **t n 

6 J U 










9 1 R 

J J 










24 0 


r* 1 n 


LeU 


Vet 1 


n 1 0 


xyr 


Leu 


rilt: 


Pho 


Cot* 


Ala 




His 


Leu 


1 1 y 


Arg 


Gly 










245 










250 










255 




Pi 


pi n 


fin 




Ala 

nla 


Cys 


Leu 


Arg 


ijeu 


Leu 


Lys 


Ljt 1 LA 


T 1 0 
lie 


L6U 


Leu 


Pho 
rile 








ZOU 










Z O _> 










97 0 

Z / VJ 






Ssr 


pin 

0 in 


Asn 


pi I, 

bill 


Lys 


Ala 

Ala 


Cys 


Leu 


Asn 


Arg 


liii 


Leu 


Arg 


Leu 


v a 1 


i-»y s 






Z / J 










9 ft n 










285 








Asp 


rMle 


ryr 


1 ill 


Pin 

olU 


A 1 -a 

.r\ia 


r .01 1 

LlCU 


A 1 3 


Met 


Arg 


Asn 


Phe 


Thr 


His 


Leu 


Val 




9 q n 










9 Q S 
7 j 










3 00 










Trp 


Tl o 
1 1c 


fin 


Asn 


trl 1 fcr 


Leu 


Asp 


CI 1 1 1 
VJ 1 LA 


Ua 1 
v a 1 


r:i v 
oiy 


T .01 1 
J— it: U. 


Pro 

ST 1 vJ 


iiy i> 


Th r 
1111 


Leu 


Ala 
ma 


J U J 










J 1U 










315 










320 


Ser 


Asp 


Ala 
Ala 


blU 


Tic* 

lie 


a 1 a 

Ala 


Asn 


Cys 


Leu 


TV "1 -a 

nla 


Asp 


A 1 3 


pin 


iyr 


LiGU 


Pho 
rile 










325 










330 










335 




Ser 


Lys 


Gly 


Asp 


Tyr 


Arg 


Leu 


Cys 


He 


Val 


Tyr 


Ser 


Ser 


Trp 


Leu 


Ala 








340 










345 










350 






Arg 


Val 


Ala 


Pro 


Ser 


Thr 


Glu 


Ala 


Leu 


Gin 


Leu 


Leu 


Gly 


Leu 


Ser 


Leu 






355 










360 










365 








Val 


Glu 


Gin 


Lys 


Glu 


Tyr 


Thr 


Glu 


Ala 


Leu 


Glu 


Val 


Phe 


Gin 


Lys 


Leu 




370 










375 










380 










Pro 


Leu 


Gly 


Glu 


Asp 


Ala 


Trp 


Asn 


Ser 


Gin 


Val 


His 


Lys 


Ala 


Ser 


Leu 


385 










390 










395 










400 


Leu 


Cys 


Tyr 


Lys 


Tyr 


He 


Ala 


Arg 


Gin 


Gin 


Lys 


Glu 


Lys 


Ser 


Phe 


Pro 










405 










410 










415 





(2) INFORMATIONS POUR LA SEQ ID NO: 778: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 137 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 7 660 65 .. 7 6647 5 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 778: 



Met 


Glu 


Gin 


Glu 


Gin 


Met 


Tyr 


Leu 


Leu 


Cys 


Cys 


Gin 


Gly 


Phe 


Ser 


Leu 


1 








5 










10 










15 




Gin 


lie 


Gin 


Arg 


Lys 


Phe 


Gin 


Glu 


Ser 


Lys 


Glu 


He 


Phe 


Ser 


Arg 


He 








20 










25 










30 




Asp 


Lys 


Arg 
35 


Lys 


Thr 


Ser 


Ala 


Pro 
40 


Phe 


Val 


Leu 


Gin 


Arg 
45 


Glu 


Leu 


Leu 


Glu 


Gly 
50 


Arg 


lie 


Leu 


Asn 


Ala 
55 


Tyr 


Phe 


Leu 


Asn 


Asn 
60 


Leu 


Ser 


Leu 


Met 


Ala 


Glu 


Cys 


He 


Ala 


Glu 


Leu 


Glu 


Arg 


Val 


Ser 


Gly 


Ser 


Glu 


Ala 


His 


65 










70 










75 










80 


Leu 


Leu 


Phe 


Phe 


Lys 
85 


Ala 


Leu 


His 


Ala 


His 
90 


Arg 


Thr 


Lys 


Gin 


Tyr 
95 


Asn 


Leu 


Ala 


Val 


Asp 
100 


Val 


Leu 


Ser 


Arg 


Trp 
105 


Phe 


Gly 


His 


Val 


Asp 
110 


Gin 


Thr 


Lys 


Pro 


Leu 


Cys 


Leu 


Asp 


Thr 


Asn 


Val 


Tyr 


Glu 


Leu 


Phe 


Ser 


Pro 


Tyr 






115 










120 










125 






Val 


Leu 
130 


Glu 


Glu 


He 


Ala 


Ala 
135 


Glu 


Ser 

















(2) INFORMATIONS POUR LA SEQ ID NO: 779: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 52 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 7 669 34 7 67 9 8 9 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 779: 



Met 


Ser 


Val 


Pro 


Asp 


Arg 


Lys 


Arg 


Ala 


Leu 


Glu 


Ala 


Ala 


He 


Ala 


Tyr 


1 








5 










10 










15 


He 


Glu 


Lys 


Gin 


Phe 


Gly 


Ala 


Gly 


Ser 


He 


Met 


Ser 


Leu 


Gly 


Lys 


His 








20 










25 










30 




Ser 


Ser 


Ala 


His 


Glu 


He 


Ser 


Thr 


He 


Lys 


Thr 


Gly 


Ala 


Leu 


Ser 


Leu 






35 










40 










45 








Asp 


Leu 


Ala 


Leu 


Gly 


He 


Gly 


Gly 


Val 


Pro 


Lys 


Gly 


Arg 


He 


Val 


Glu 




50 










55 










60 










He 


Phe 


Gly 


Pro 


Glu 


Ser 


Ser 


Gly 


Lys 


Thr 


Thr 


Leu 


Ala 


Thr 


His 


He 


65 










70 










75 










80 


Val 


Ala 


Asn 


Ala 


Gin 


Lys 


Met 


Gly 


Gly 


Val 


Ala 


Ala 


Tyr 


He 


Asp 


Ala 










85 










90 










95 




Glu 


His 


Ala 


Leu 


Asp 


Pro 


Asn 


Tyr 


Ala 


Ala 


Leu 


He 


Gly Ala 


Asn 


He 



100 105 no 
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Asn 


Asp 


Leu 


Met 


lie 


Ser 


Gin 


Pro 


Asp 


Cys 


Gly 


CZl n 

VjIU 


Asp 


r\±. a 


Leu 


oGi 






115 










120 










lz. j 








Tip 

1 1 tr 


Alp 


oln 


T 


Jj6U 


A I -> 
rila 


r\i y 




Gly 


Ala 


val 


Asp 


va i 


Tip 

lie 


v ai 


lie 




13 0 










13 5 










14 U 










Asp 


Ssr 


va JL 


Ala 
nla 




Leu 


Vd.1 


Pro 


Lys 


Ser 


blU 


Leu 


blU 


c?iy 


CjJLU 


lie 


145 










150 










1 

J — J _) 










i & n 

1DU 


C 1 \r 
biy 


Asp 


v a JL 


nib 


XT-* 1 

vaj. 


biy 


j_i eu 


fin 


Ala 
r\ 1 d 


Arg 


l v lfc= t_ 


ne c 


Ser 


bin 


Ala 

Aid 


Leu 










X D J 










X / u 










1 / D 




-Air Q" 


Lys 


Leu 


X ill 


Ala 

nla 


XXIX 


Leu 


Ala 

Ala 


A -v-/-r 

rix y 


X 111 


Asn 


xnr 


Cys 


Aid 


lie 


Jrne 








X o u 










1 fm 

i o _> 










i on 
1 y U 






Tip 


Asn 


pi n 


lie 


Arg 


ol U 


Lys 


Tip 

lit: 




val 


Ser 


Jrxie 


bly 


Asn 


Pro 


pi i, 

blU 






19 5 










200 










VJ _> 








X 111 


TVit 

1 111 


X 11 J_ 


vj x jr 




A yrt 

ai y 


Ala 
^i. x cx 


Leu 


Lys 


c lit: 


iyr 


ocl 


Cor 


Tl o 

lie 


Arg 


T 1 Q 

x i e 




210 










215 










220 










ASp 




r\l y 


A v- pr 
r\ 1 y 


Tip 
lie 


Vj X 




Tip 

X X ter 


T ,\/c 


X 


vjiy 


oln 
olU 


Asn 


rTie 


Asp 


Tip 

lie 


225 










23 0 










23 5 










9 4 0 

£t f± U 


Gly 


Asn 


Arg 


lie 


Lys 


Val 


Lys 


Val 


Ala 


Lys 


Asn 


Lys 


Leu 


Ala 

a l a 


i 1 \J 


1: 1 










245 










2 50 










Z J J 




Phe 


Arg 


Thr 


Ala 


Glu 


Phe 


Asp 


He 


Leu 


Phe 


Asn 


Glu 


VJ 1 jr 


Tip 
lie 


o fcr 1 


Ser 








2 60 










265 
















Ala 
/\ X a 


r* l \ r 

\j ly 


Cys 


Tl A 

i x e 


lie 


Asp 


Leu 


Ala 
Ala 


val 


bill 


Lys 


Asn 


T 1 ^ 

lie 


116 


Asp 


Lys 






275 










280 










285 








Lys 


Gly 


Ser 


Trp 


Phe 


Asn 


Tyr 


Gin 


Asp 


Arg 


Lys 


Leu 


Gly 


Gin 


Gly 


Arg 




290 










295 










300 










Glu 


Ala 


Val 


Arg 


Glu 


Glu 


Leu 


Lys 


Arg 


Asn 


Lys 


Glu 


Leu 


Phe 


His 


Glu 


305 










310 










315 










320 


Leu 


Glu 


Arg 


Arg 


He 


Tyr 


Glu 


Ser 


Val 


Gin 


Ala 


Ser 


Gin 


Ala 


Pro 


Ala 










325 










330 










335 




Ala 


Ala 


Cys 


Val 


Asp 


Ser 


Glu 


Ser 


Arg 


Glu 


Val 


Ala 


Glu 


Ala 


Ala 


Lys 








340 










345 










350 







(2) INFORMATIONS POUR LA SEQ ID NO: 780: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 178 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (7 682 52 7 687 85 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 780: 

Met Lys Asn. lie Val Glu Gin Lys Arg Cys Leu Arg Arg Glu Gly Leu 

1 5 10 15 

Ala Lys Arg Glu Gin Leu Ser Val Gin Arg Arg Asp Glu Ala Ala Arg 

20 25 30 

Glu Leu Met His Phe Val Met Gin Thr lie Xaa Gin Gly Phe Val Leu 

35 40 45 

Ser Tyr lie Pro Phe Arg Ser Glu Leu Asp Val Arg Gly lie Asn Ala 

50 -55 60 

Trp Leu Ala Gin Glu Asn Arg Leu Leu Leu Pro Lys Met Gin Gly Met 
65 70 75 80 

Asp lie Val Pro lie Ala Leu Pro Phe Thr Met lie Glu Ser Leu Tyr 

85 90 95 

Ser Pro Lys Asp Leu Asn Gin lie Glu Gly Glu Glu lie Glu Ala Gin 
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100 

Gin lie Ala Ala Ala 
115 

Phe Arg Leu Gly Tyr 
130 

Tyr Pro Tyr lie Trp 
145 

Ala Tyr Leu Pro Arg 
165 

Leu Thr 



105 

Leu lie Pro Ala lie Val 
120 

Gly Gly Gly Tyr Tyr Asp 
135 

Thr He Gly Val Gly Phe 
150 155 
Glu Glu His Asp Val Pro 
170 



110 

Phe Asp Gin Asn Lys 
125 

Arg Phe Leu Ser Lys 
140 

Lys Glu Gin Leu Leu 
160 

Leu Asp Gin Leu Tyr 
175 



(2) INFORMATIONS POUR LA SEQ ID NO: 781: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 424 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

{ i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 7 687 9 1 77 00 62 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 781: 

Met Cys Val Ser Arg Ser Leu Arg Trp Cys Leu Cys Phe Leu Leu Leu 

15 10 15 

Cys Gly Trp Val Asp Ala Gly Val Tyr Asp Lys Leu Arg Leu Thr Gly 

20 25 30 

He Asn He He Asp Arg Asn Gly Leu Ser Glu Thr He Cys Ser Lys 

35 40 45 

Glu Lys Leu Gin Lys Tyr Thr Lys He Asp Phe Leu Ser Pro Gin Pro 

50 55 60 

Tyr Gin Lys Val Met Arg Thr Tyr Lys Asn Ala Ala Gly Glu Ser Val 
65 70 75 80 

Ala Cys Leu Thr Thr Tyr Tyr Pro Asn Gly Gin He Arg Gin Tyr Leu 

85 90 95 

Glu Cys Leu Asn Asn Arg Ala Phe Gly Arg Tyr Arg Glu Trp His Ser 

100 105 HO 

Asn Gly Lys He His He Gin Ala Glu Val He Gly Gly He Ala Asp 

115 120 125 

Leu His Pro Ser Ala Glu Ala Gly Trp Leu Phe Asp Gly Thr Thr Tyr 

130 135 140 

Ala His Asp Ser Glu Gly Arg Leu Glu Ala Val He His Tyr Glu Lys 
145 150 155 160 

Gly Leu Leu Glu Gly He Ser Leu Tyr Tyr His Ala Asn Gly Asn Val 

165 170 175 

Trp Lys Glu Cys Pro Tyr His Lys Gly Val Ala His Gly Asp Phe Leu 

180 185 190 

Val Phe Thr Glu Glu Gly Ser Leu Leu Lys Lys Gin Thr Phe Cys Lys 

195 200 205 

Gly Gin Leu Ser Gly Cys Ala Leu Arg Tyr Glu Pro Gly Ser Gin Ser 

210 215 220 

Leu Leu Ser Glu Glu Glu Tyr Lys Gin Gly Lys Leu Arg Ser Gly Lys 
225 230 235 240 

Tyr Tyr Asp Pro Leu Thr Lys Glu Glu He Ala Cys Val Val Asn Gly 
245 250 255 
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Lys 






\j JL 11 


V d JL 


Tip 
lie 


JLjr JL 


m vr 
vjiy 


T .wc 
AJ jr ^ 


±yi- 


Ala 


He 


He 


Glu 


111 JL 


Arg 








9 £ 0 
z 0 u 




















270 






pi i-i 


jl jl e 


V CI J- 


flJL S 


P* "! \,r 


v dx 


O T~ /"""v 


Hi c; 

nio 


oiy 


Vjt X Ll 


Val 


Leu 


Leu 


Phe 


Asp 


















280 










285 








nl S 




Lys 


Ser 


Leu 


Leu 


p- 1 -n 

Vj Xll 


Ala 
/\ JLcl 


ryr 




Leu 


He 


Asn 


Gly 


C 1 n 

\j in 


Lys 




2 9 0 










295 










300 










JLU. 


nl \/ 

l> jl _y 


p* i n 


p* 1 1 1 


V ct J_ 


Jrllfcr 


Jtr lifer 


±yr 


lr JL 


Pi ir 


Gly Glu 


Gly Arg 


Lys 


Mo t~ 
i Y lfcr t_ 


3 05 










310 










315 










3 2 0 


i_J t: LA 


Leu 


J. Hi. 




S er 


Gin 


Gly 


He 


Leu 


Gin 


Gly 


Ala 


Val 


Lys 


Thr 












3 2 5 










33 0 










3 3 5 




xy j. 


Pro 


Asn 


Gly 


Ala 


Leu 


Glu 


Ser 


Ser 


Lys 


Glu 


Leu 


Val 


Gin 


Asn 


Lys 








340 










345 










350 






Lys 


Thr 


Gly 


He 


Leu 


Met 


Leu 


Tyr 


Tyr 


Pro 


Glu Gly 


Gin 


Val 


Met 


Ala 






355 










360 










365 








Thr 


Glu 


Glu 


Tyr 


Val 


Asp 


Asp 


Leu 


Leu 


He 


Lys 


Gly Glu 


Tyr 


Phe 


Arg 




370 










375 










380 










Pro 


Asn 


Asp 


Arg 


Tyr 


Pro 


Tyr 


Ala 


Lys 


Val 


Glu 


Lys 


Gly 


Ser 


Gly 


Thr 


385 










390 










395 










400 


Ala 


Val 


Phe 


Phe 


Ser 


Ala 


Thr 


Gly 


Gly 


Leu 


Leu 


Lys 


Lys 


Val 


Leu 


Tyr 










405 










410 










415 




Glu 


Asp 


Gly 


Lys 


Pro 


Val 


He 


His 



















420 



(2) INFORMATIONS POUR LA SEQ ID NO: 782: 

<i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 111 acides amines 

(B) TYPE: acide amine 

{ D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 77 013 8.-77 047 0 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 782: 

Glu Arg Lys Thr Met Gly He Trp Val Tyr Leu Gly Ser Asn Asn His 

15 10 15 

Asn Asn Thr Gly Met Ser Ser Ser Ser He Trp Ser Ser Phe Trp Lys 

20 25 30 

Glu Asn Asn Val Leu Phe Ser Pro Lys Val Cys Ser Cys His Asp Lys 

35 , 40 45 

Arg Leu Ser Ser Lys Lys Ala Phe Arg Ser Leu Thr Ala Arg Leu Leu 

50 55 60 

Thr Thr Gin Ala Val Ala Gly Ser Leu Ala Arg Ala Ser Arg Ser Leu 
65 70 75 80 

Phe Lys Lys Thr Arg Phe Ser Pro Trp Ala He Gin Leu Gly Lys Leu 

85 90 95 

Ala Cys Leu Cys Ala Ala Phe Ser Arg Ala Phe Leu He Ala Thr 
100 105 110 



(2) INFORMATIONS POUR LA SEQ ID NO: 783: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 159 acides amines 

(B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (770185 770661 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 783: 



Cvs 


Thr 


Asn 


Arg 


Ser 


Ala 




Glu 


Gly 


jl ±e 


Meti 


Arg 


Arg 


Leu 


Gly 


Val 


1 








5 










1 U 










15 




Trp 


Val 


Leu 


Leu 


Leu 


Leu 


Ala 


Ser 


Gly 


Ala 


Ala 


Ser 


Leu 


Pro 


Ala 


He 








20 










25 










30 






Gly 


Ala 


Trp 


Cys 


Trp 


Arg 


Gin 


Arg 


Thr 


Ala 


Glu 


Ala 


Trp 


Glu 


Asn 


Leu 






35 










40 










45 








Leu 


He 


Asp 


Met 


Arg 


Asp 


Phe 


Gin 


Ser 


Lys 


Arg 


Glu 


Arg 


Ser 


Ser 


Gin 




50 










55 










60 








Val 


Ala 


He 


Lys 


Asn 


Ala 


Arg 


Leu 


Lys 


Ala 


Ala 


His 


Lys 


Gin 


Ala 


Ser 


65 










70 










75 








80 


Phe 


Pro 


Asn 


Trp 


He 


Ala 


Gin 


Gly Glu 


Asn 


Leu 


Val 


Phe 


Leu 


Asn 


Lys 










85 










90 










95 


Glu 


Arg 


Asp 


Ala 


Leu 


Ala 


Lys 


Leu 


Pro 


Ala 


Thr 


Ala 


Trp 


Val 


Val 


Arg 








100 










105 










110 




Ser 


Arg 


Ala 


Val 


Lys 


Asp 


Arg 


Lys 


Ala 


Phe 


Leu 


Glu 


Asp 


Asn 


Arg 


Leu 






115 










120 










125 






Ser 


Trp 


Gin 


Glu 


Gin 


Thr 


Leu 


Gly 


Glu 


Lys 


Ser 


Thr 


Leu 


Phe 


Ser 


Phe 




130 










135 










140 










Gin 


Lys 


Glu 


Leu 


Gin 


He 


Asp 


Asp 


Glu 


Asp 


He 


Pro 


Val 


Leu 


Leu 




145 










150 










155 













(2) INFORMATIONS POUR LA SEQ ID NO: 784: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 97 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineai re 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (770634 .. 770924 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 784: 



He 


Pro 


Pro 


Thr 


Val 


Pro 


Thr 


Asn 


Gin 


Glu 


Val 


Met 


Glu 


Val 


Leu 


Gly 


1 








5 










10 










15 


Arg 


Met 


Thr 


Ala 


Asn 


Leu 


Pro 


Ser 


Val 


Ser 


Phe 


Ser 


His 


Tyr 


Leu 


Tyr 








20 










25 










30 




Lys 


Leu 


Glu Asp 


He 


Pro 


Ser 


Glu 


Glu 


Arg 


Pro 


Leu 


Gly 


Gly 


Tyr 


Arg 






35 










40 










45 






Ala 


Tyr 


He 


Ser 


Leu 


Gin 


Gly Ala Ala 


Asn 


Asp 


Glu 


Asp 


Phe 


Ala 


Ser 




50 










55 










60 








Phe 


He 


Asp 


Gin 


Leu 


Ser 


Ala 


Trp 


He 


Gly 


Ala 


Arg 


Val 


Leu 


Ser 


Lys 


65 










70 










75 










80 


Lys 


Leu 


Ala 


Asp 


Arg 


Gin 


Phe 


Asp 


Val 


Arg 


He 


Ala 


Leu 


Gin 


Gly 


Arg 










85 










90 










95 



Gly 
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(2) INFORMATIONS POUR LA SEQ ID NO : 7 85: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 227 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 77 13 3 0 772 0 10 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 785: 



Met 


Asp 


Phe 


Lys 


Leu 


Pro 


jl ie 


Tyr 


Cys 


T 1 in. 

lie 


iy 


val 


mr 


Gin 


Ser 


Ala 


1 








c 
D 










l u 










1 D 




Glu 


Asn 


Val 


Thr 


Arg 


He 


Ala 


He 


Leu 


Gin 


Lys 


Thr 


Cys 


Lys 


Gly 


Trp 








20 










25 










30 






Ser 


Leu 


Cys 


Arg 


Cys 


Glu 


Lys 


Leu 


Thr 


Glu 


Thr 


Gly 


Ala 


Leu 


Ser 


Trp 






35 










40 










45 








Pro 


Lys 


Arg 


Phe 


Leu 


Ser 


Ser 


Lys 


Val 


Val 


Leu 


Ser 


Leu 


Gin 


Gly 


Gin 




50 










55 










60 










Glu 


Thr 


Leu 


Val 


Lys 


Ser 


Val 


Ser 


Ser 


Ser 


Leu 


Lys 


Ser 


Lys 


Lys 


Asn 


65 










70 










75 










80 


Phe 


Leu 


Lys 


Met 


Val 


Tyr 


Ala 


Glu 


Gin 


Glu 


Ala 


Thr 


Ala 


Ala 


Phe 


Pro 










85 










90 










95 




Leu 


Lys 


Asp 


Leu 


Val 


He 


Ala 


His 


Asp 


Leu 


Gly 


Glu 


Trp 


Asn 


Ser 


Ala 








100 










105 










110 






Gin 


Glu 


Arg 


Val 


Val 


Thr 


Leu 


Trp 


Met 


Leu 


Gin 


Arg 


Gin 


Ser 


Val 


Ala 






115 










120 










125 








Leu 


Ala 


Thr 


Ala 


Leu 


Leu 


Glu 


Glu 


Lys 


Gly 


Gly 


Phe 


Ala 


Thr 


His 


He 




130 










135 










140 










Ser 


Cys 


Arg 


Ala 


Lys 


Asp 


Leu 


Phe 


Ser 


Ala 


Leu 


Gin 


Gin 


Ser 


Leu 


Leu 


145 










150 










155 










160 


Arg 


Asn 


Leu 


Glu 


Thr 


Tyr 


Phe 


Phe 


Val 


Tyr 


Glu 


Gly 


Leu 


Asp 


Glu 


Thr 










165 










17 0 










175 




Val 


Cys 


Leu 


Phe 


Val 


Gin 


Glu 


Gly 


Ser 


Val 


Leu 


Leu 


Ser 


Arg 


Ser 


Phe 








180 










185 










190 






Lys 


Asn 


Asp 


Ser 


Glu 


Ser 


Leu 


Leu 


Asp 


Asp 


Leu 


Leu 


Ala 


Ser 


Phe 


Ala 






195 










200 










205 








Tyr 


Val 


Gin 


Glu 


Val 


Tyr 


Thr 


Ala 


Ser 


Phe 


He 


Arg 


Asp 


Pro 


Arg 


Arg 




210 










215 










220 











Leu Ser He 
225 



(2) INFORMATIONS POUR LA SEQ ID NO: 786: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 34 acides amines 

<B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 7723 9 0 . . 773 3 9 1 
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<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 786: 

Met Ala Pro Ser lie Phe lie Lys Asn Leu Pro Leu Lys Ser Pro Val 

15 10 is 

Val Tyr Ala Pro Leu Ala Gly Phe Ser Asp Phe Pro Tyr Arg Arg Met 

20 25 30 

Ser Ala Glu Tyr Arg Pro Ala Leu Met Phe Cys Glu Met Val Lys Met 

35 40 45 

Glu Gly Leu His Tyr Cys Pro Gin Arg Thr Leu Arg Leu Leu Asp Phe 

50 55 60 

Ala Glu Ser Met Arg Pro lie Gly Gly Gin Leu Cys Gly Ser Arg Pro 
65 70 75 80 

Asp Leu Ala Gly Glu Ser Ala Lys He Leu Glu Gly Leu Gly Phe Asp 

85 90 95 

Leu He Asp Leu Asn Cys Gly Cys Pro Thr Asp Arg He Thr Lys Asp 

100 105 no 

Gly Ser Gly Ser Gly Met Leu Lys Thr Pro Glu Leu He Gly Lys Val 

115 120 125 

Val Glu Lys Met Val Glu Val Val Ser Val Pro Val Thr Val Lys He 

130 135 140 

Arg Ser Gly Trp Asp Phe Asp His He Asn Val Glu Glu Thr Val Arg 
145 150 155 160 

He He Lys Glu Ser Gly Ala Ser Ala Val Phe Val His Gly Arg Thr 

165 170 175 

Arg Ser Gin Gly Tyr Gin Gly Pro Ser Asn Leu Glu Phe He Ser Arg 

180 185 190 

Ala Lys Gin Ala Ala Gly Asp Asp Phe Pro Val Phe Gly Asn Gly Asp 

195 200 205 

Val Phe Ser Pro Glu Ala Ala Lys Thr Met Leu Glu Thr Thr His Cys 

210 215 220 

Asp Gly Val Leu Val Ala Arg Gly Thr Met Gly Ala Pro Trp He Gly 
225 230 235 240 

Lys Gin He Glu Asp Tyr Leu Thr Thr Gly Thr Tyr Ser Ser Pro Ser 

245 250 255 

Phe Ser Thr Arg Lys Gin Ala Phe Val Gin His Leu Gin Trp He Glu 

260 265 270 

Glu Tyr Tyr Gin Ser Glu Glu Lys Leu Leu Thr Asp Thr Arg Lys Leu 

275 280 285 

Cys Gly His Tyr Leu He Leu Ser Pro Lys Val Arg Ser Leu Arg Ala 

290 295 300 

Asn Leu Ala Lys Ala Ser Ser Ser Gin Glu Val Tyr Gin Leu He Asp 
305 310 315 320 

Gly Phe Glu Glu Leu Thr Glu Glu Glu Glu Leu Leu Ser Glu 
325 330 



(2) INFORMATIONS POUR LA SEQ ID NO: 787: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: .265 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: liheaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement {773427 77422 1 ) 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 787: 



Asn 


Arg 


Leu 


Ser 


Lys 


Cys 


nib 


Lys 




Lys 


Leu 


Vdl 


Lys 


Tin 

lie 


Trp 


Aid 


1 

1 




























1 c 

i j 




Lys 


Asn 


Arg 


Tyr 


rile 


rfie 


C 1 \r 
\j ±y 


Cys 


Ser 


pi 11 
\j 1 U 


Tyr 


Pro 


inr 


Cys 


Asp 


Tyr 


















-> 
















Lys 


Thr 


Ser 


blU 


pill 


1U 


Leu 


j.nr 


XT life: 


Asp 


Lys 


Asn 


blU 


Tyr 


Aia 


pin 

blU 






j D 




















*4 _) 








Asp 


Tnr 


Pro 


irp 


Asp 


A "J -3 




^* jr ^ 


A 1 ^ 


LiGU 


P\/C 










Lys 


































vai 


Arg 


HIS 


P 1 \ r 


Lys 


rile 


oiy 


Ser 


rfle 


Leu 


tjjiy 


Cys 


Pill 
CjIU 


Asn 


Tyr 


Pro 


O D 










/ u 










/ D 










o u 


Lys 


Cys 


rilS 


Tyr 


T 1 Cm 

lie 


vai 


Asn 


Leu 


rfl6 


Lys 


Lys 


l> xy 


Pin 
blU 


Ala 


P 1 \ r 

iy 


TV 1 a 

Axa 










ft R 




















q q 




f~* 1 i i 

CjIU 


Pro 


pi ,i 

LjXU 


Ala 


Thr 


Vai 


nl S 


Cys 


Pro 


Ala 


Pin 


P 1 \ T 

biy 


Cys 


inr 


P 1 -\ r 

l» ly 


ril S 








1UU 










1U j 










i 1 n 
1 1 u 






Leu 


vai 


Lys 


Arg 


Arg 


Ser 


Arg 


irne 


Asn 


Lys 


jxie u 


riie 


Tyr 


Ser 


Cys 


Ser 






Tic: 










1 on 










19c 
1Z J 








GlU 


Tyr 


Pro 




Cys 


Ser 


vai 


Tl Q 

lie 


tjiy 


Asn 


Ser 


va x 


Asp 


7\ 1 -» 

Ala 


vai 


lie 




1 J U 




















i yi n 










Glu 


Lys 


Tyr 


Ala 


Gly 


inr 


Pro 


Lys 


mr 


Pro 


Tyr 


piii 
CjIU 


Lys 


Lys 


Pro 


Lys 


1 /I c 










i c;n 
1DU 










1 D D 










i £ n 

lOU 


Ala. 


Lys 


Lys 


Ser 


lie 


Aia 


Ser 


inr 


Lys 




Lys 


Ala 


Aid 


Lys 


Thr 


vai 










ID J 










1 / U 










X / _> 




Lys 


Lys 


Ser 


Ser 


Ala 


Thr 


Thr 


Lys 


Lys 


Arg 


Ala 


Thr 


Lys 


Ala 


Tyr 


Thr 








180 










185 










190 






Pro 


Ser 


Ala 


Ala 


Leu 


Ala 


Gly 


Vai 


He 


Gly 


Ala 


Asp 


Pro 


Vai 


Gly 


Arg 






195 










200 










205 








Pro 


Glu 


Ala 


Thr 


Lys 


Lys 


Leu 


Trp 


Glu 


Tyr 


He 


Lys 


Glu 


Lys 


Gly 


Leu 




210 










215 










220 










Gin 


Ser 


Pro 


Gin 


Asn 


Lys 


Lys 


He 


He 


He 


Pro 


Asp 


Ser 


Lys 


Leu 


Gin 


225 










23 0 










235 










240 


Gly 


Vai 


He 


Gly 


Ala 


Asp 


Pro 


He 


Asp 


Met 


Phe 


Ala 


Leu 


Ser 


Lys 


Lys 










24 5 










250 










255 




Leu 


Ser 


Ala 


His 


Leu 


He 


Lys 


Glu 


GlU 






















260 










265 

















(2) INFORMATIONS POUR LA SEQ ID NO: 788: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 602 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (774191 775996) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 788: 

Met Lys Lys Ser Leu He He Vai Glu Ser Pro Ala Lys He Lys Thr 

15 10 15 

Leu Arg Lys Leu Leu Gly Glu Gly Phe He Phe Asp Ser Ser Leu Gly 

20 25 30 

His He Vai Asp Leu Pro Ala Lys Gly Phe Gly He Asp He Glu Asn 

35 40 45 

Gly Phe Vai Pro Asp Tyr Gin He Leu Glu Gly Lys Glu Glu Vai He 
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50 55 60 

Arg Lys lie Cys Ala Glu Ala Lys Lys Cys Asp Val Val Tyr Leu Ala 
65 70 75 80 

Pro Asp Pro Asp Arg Glu Gly Glu Ala He Ala Trp His He Ala Asn 

85 90 95 

Gin Leu Pro Lys Asp Thr Lys He Gin Arg He Ser Phe Asn Ala He 

100 105 no 

Thr Lys Gly Ala Val Thr Glu Ala Leu Lys His Pro Arg Glu He Asp 

115 120 125 

Met Ala Leu Val Asn Ala Gin Gin Ala Arg Arg Phe Leu Asp Arg He 

130 135 140 

Val Gly Tyr Lys He Ser Pro He Leu Gly Arg Lys Leu Gin Arg Trp 
145 150 155 160 

Ser Gly Val Ser Ala Gly Arg Val Gin Ser Val Ala Leu Lys Leu Val 

165 170 175 

Val Asp Arg Glu Tyr Ala He Glu Arg Phe Val Pro Val Glu Phe Trp 

180 185 190 

Asn He Arg Val His Leu Lys Asp Pro Gin Thr Gin Lys Thr Phe Trp 

195 200 205 

Ala His Leu His Ser Val Asn Gly Lys Lys Trp Glu Lys Glu He Pro 

210 215 220 

Glu Gly Lys Thr Ser Asp Glu Val He Leu He Asp Ser Lys Glu Lys 
225 230 235 240 

Ala Asp Glu He Val Ala Leu Leu Glu Ser Ala Thr Tyr Val Val Asp 

245 250 255 

Arg Val Glu Ser Lys Glu Lys Lys Arg His Ala Tyr Pro Pro Phe He 

260 265 270 

Thr Ser Thr Leu Gin Gin Glu Ala Ser Arg His Tyr Arg Phe Ser Ser 

275 280 285 

Ser Arg Thr Met Asn He Ala Gin Thr Leu Tyr Glu Gly Val Asp Leu 

290 295 300 

Asp Ser Gin Gly Ala Val Gly Leu He Thr Tyr Met Arg Thr Asp Ser 
305 310 315 320 

Val Arg Thr Asp Pro Glu Ala Val Lys Gin Val Arg Lys Tyr He Glu 

325 330 " 335 

Gly His Phe Gly Lys Glu Phe Val Pro Ser Ser Pro Asn Val Tyr Ala 

340 345- 350 

Thr Lys Lys Met Ala Gin Asp Ala His Glu Ala He Arg Pro Thr Asp 

355 360 365 

Val Thr He Thr Pro Glu Ser He Arg Ser Lys Leu Thr Glu Asp Gin 

370 375 380 

Tyr Lys Leu Tyr Ser Leu He Trp Lys Arg Phe Val Ala Ser Gin Met 
385 390 395 400 

He Ser Ala He Tyr Asp Thr Leu Ala He Arg He Thr Thr Asn Lys 

405 410 415 

Gly He Asp Leu Arg Ala Thr Gly Ser Cys Leu Lys Phe Lys Gly Phe 

420 425 430 

Leu Ala Val Tyr Glu Glu Lys Arg Asp Glu Glu Gly Asp Glu Glu Glu 

435 440 445 

Asn He His Leu Pro Lys Leu Asn Glu Arg Asp Val Leu Thr Lys Glu 

450 455 460 

Glu Leu Glu Ala Glu Gin Ser His Thr Lys Pro Leu Pro Arg Phe Thr 
465 470 475 480 

Glu Ala Ser Leu Val Lys Glu Leu Glu Lys Ser Gly He Gly Arg Pro 

485 490 495 

Ser Thr Tyr Ala Thr He Met Asn Lys He Gin Ser Arg Glu Tyr Thr 

500 505 510 

Leu Lys Glu Gly Gin Arg Leu Arg Pro Thr Glu Leu Gly Lys Val Val 
515 520 525 
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Cys Gin Phe Leu Glu Thr Asn Phe Pro Arg lie Met Asp lie Gly Phe 

530 535 540 

Thr Ala Gly Met Glu Asp Glu Leu Glu Leu lie Ala Asp Asn Lys Lys 
545 550 555 560 

Pro Trp Lys Gin Leu Leu Gin Glu Phe Cys Glu Leu Phe Leu Pro Phe 

565 570 575 

Val Val Thr Ala Glu Lys Glu Ala Phe lie Pro Arg lie Val Thr Glu 

580 585 590 

lie Asp Cys Pro Asn Val lie Lys Gly Asn 
595 600 



(2) INFORMATIONS POUR LA SEQ ID NO: 789: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR :. 348 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 77 6663 777706 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 789: 

Val Phe Pro Gly Pro Asn Asp lie Gly Ser Gin Glu Asn Val Lys Asp 

1 5 10 15 

lie Cys Ser Leu Asp Pro Thr Asn Tyr Val Asn Ser Ser Cys Tyr Ser 

20 25 30 

Arg Ser Phe Pro His Gin Pro lie Gly Thr Pro Leu Phe Phe Gly Lys 

35 40 45 

Lys Pro Val Leu Thr Tyr Gly Glu Val Ser Lys Leu lie Ser Ser Lys 

50 55 60 

Thr Asp Pro Glu Pro Phe Ser Tyr Cys Arg Pro Thr Phe Leu Arg Ala 
65 70 75 80 

Ala Leu Asn Thr Leu Glu Phe Leu Ser Ser Pro Pro Ser Ser Asp Pro 

85 90 95 

Tyr Asp Asp Leu Leu Gin Leu Asn Lys Glu Gly Phe Leu Ala Gly Pro 

100 105 110 

Glu Glu Glu Lys Gin Ala Phe Phe Leu Arg Val Glu Arg Thr Leu Ala 

115 120 125 

Glu Ala Pro Val His Pro Thr Pro Phe Pro lie Glu Phe Gin Lys Leu 

130 135 140 

Phe Asp Val Asn Pro Ser Phe Leu Glu Val Val Tyr Ser Asn Glu Ser 
145 150 155 160 

Leu Asp Ala Trp Glu Ala Gly Cys Thr Trp lie Thr Asp Asn Arg Val 

165 170 175 

Ser lie Gin Leu Arg Lys Gly Phe Gin Lys Ala Ser Phe Trp Phe Gly 

180 185 190 

Phe Phe Ser Lys Glu Glu Val Leu Ser His Glu Ala Val His Ala Val 

195 200 205 

Arg Met Lys Phe Tyr Glu Pro lie Phe Glu Glu Val Leu Ala Tyr Ser 

210 215 220 

Thr Ser Lys His Phe Trp Arg Arg Phe Phe Gly Pro Leu Phe Arg Ser 
225 230 235 240 

Ala Gly Glu Thr His Phe Phe Leu Phe Phe Val Leu Phe Gly Ala Phe 

245 250 255 

Leu Phe Pro Trp Phe Pro Trp lie Gly Leu Ser Cys lie Leu Ala Pro 
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260 

Asn Met Phe Phe Phe Phe Arg Leu 
275 280 
Lys Ala Lys Lys Lys lie Arg Lys 

290 295 
Val Leu Leu Arg Leu Thr Asp Arg 
305 310 
Pro Leu Ala Val lie Glu Asp Phe 
325 

Val Arg Trp Arg Gin lie Tyr Gin 
340 



265 270 
Phe Arg Thr Gin lie Leu Phe Arg 
285 

Leu Leu Gly lie Glu Pro Leu Trp 
300 

Glu He Arg Leu Phe Ala Thr Gin 
315 320 
Ala Arg Lys Glu Lys Leu Lys Ser 

330 335 
Ser Tyr Phe Thr 
345 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 90: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 81 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 77 69 53 777 1 9 5 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 79 0: 



He Asp Thr Leu 
1 

Ser Lys Leu Ser 
20 

Ser Lys Ser Phe 
35 

Ala Ser Ala Asn 
50 

Ser Ser Gly Pro 

65 

Ser 



Leu Ser Val He 
5 

Leu Glu Tyr Thr 

Trp Asn Ser Met 
40 

Val Leu Ser Thr 
55 

Ala Arg Asn Pro 
70 



His Val His Pro 
10- 

Thr Ser Lys Lys 
25 

Gly Lys Gly Val 

Arg Arg Lys Lys 
60 

Ser Leu Phe Asn 
75 



Ala Ser Gin Ala 
15 

Glu Gly Phe Thr 
30 

Gly Cys Thr Gly 
45 

Ala Cys Phe Ser 

Cys Asn Lys Ser 
80 



(2) INFORMATIONS POUR LA SEQ ID NO : 791: 

(i) CARACTERISTIQUES DE -LA SEQUENCE: 

(A) LONGUEUR: 4 97 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 77773 2 .. 77 9222 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 791: 

Pro Pro Phe Gin Val Val Trp Gin He Gly Phe Lys Arg Glu Met He 
15 10 15 

He Leu Phe Thr Arg Val He Glu He Phe Cys Ala He Leu Gly Val 
20 25 30 



1502 



Tyr Phe Phe His lie His Ser Val Val Gly Gly Tyr Phe Val Leu Val 

35 40 45 

Leu Met Ala Cys His Ser Ala lie Phe Gly Pro Ala Lys Met Gly lie 

50 55 60 

Leu Pro Glu Met Leu Pro lie Glu Glu Leu Ser Lys Ala Asn Gly Ala 
65 70 75 80 

Met Thr Ala Ala Thr Tyr Ser Gly Ser lie Leu Gly Ser Cys Leu Ala 

85 90 95 

Pro Leu Met Val Asp Leu Thr Lys Asp Phe Val Thr Asn Ser Tyr Glu 

100 105 110 

Leu Ser Ala Cys Phe Cys Val Val Ser Ser Val Leu Ser Leu Phe lie 

115 120 125 

Ala Leu Gly lie Arg Ala Ser Asn Val Lys Asn Lys Gly Gin Lys lie 

130 135 140 

Ala Tyr Val Ser Phe. Arg Asn Leu Trp Gin Val Phe Gin Glu Thr Arg 
145 150 155 160 

Asn lie Ala Tyr Leu Met lie Ser Val Phe Leu Val Ala Phe Phe Leu 

165 170 175 

Phe Val Gly Ala Tyr Val Gin Leu Gin lie lie Pro Phe Val Glu Phe 

180 185 190 

Thr Leu Gly Tyr Ser Lys His Tyr Gly Ala Tyr Leu Phe Pro lie Val 

195 200 205 

Ala Val Gly Met Gly Val Gly Ser Tyr Met Ala Gly Trp lie Ser Gly 

210 215 220 

Lys Asp lie Lys Leu Gly Phe Ser Pro Leu Ala Ala lie Gly Val Gly 
225 230 235 240 

Leu Ser Met Met Val Leu Cys Leu Leu Ser Phe Ser lie Thr Ala Val 

245 250 255 

Leu lie Leu Leu Phe Cys Leu Gly Leu Val Gly Gly lie Tyr Gin Val 

260 265 270 

Pro Leu His Ala Tyr lie Gin Phe Val Ser Pro Glu His Lys Arg Gly 

275 280 285 

Gin Val Leu Ala Leu Asn Asn Phe Leu Asp Phe Ser Gly Val Leu Leu 

290 295 . . 300 

Ala Ala Gly Phe Val Arg Leu Leu Gly Ala Gly Leu Arg Leu Thr Pro 
305 310 315 320 

Asp Gin Ser Phe Leu Tyr Met Gly Ser Leu Val Val Cys Phe Ala lie 

325 330 335 

Leu Ser Leu Trp Met Leu Lys Glu His Val Tyr Arg Leu Leu Leu Thr 

340 345 350 

Arg Val Leu Lys Arg Gin Leu Gly Thr Ser Phe Ser Ser Pro Lys Ala 

355 360 365 

Glu Glu Val Trp Cys Phe Phe Val Pro Ala Thr Ser Tyr Lys Glu Thr 

370 i75 .380 

Arg Arg lie Leu Ala Leu Phe Pro Lys Thr Val Arg Ser Cys Val Phe 
385 390 395 400 

lie Leu Asp Lys Ala Leu Gin Pro Gly Trp Thr Ser Tyr Leu lie Pro 

405 410 415 

His Cys Val Pro Thr lie Phe Ser Tyr Gly Val Glu. Gly Gin Ala Phe 

420 425 430 

Ala Gin Trp lie Asp Arg Gin Val Val Glu Val Lys Ala Leu Leu Lys 

435 440 445 

Arg Gin Pro Ser Leu Gly Val Val Cys Leu Gly Asn Gin Ala Gin Ser 

450 455 460 

Gin Phe Phe Phe Ser Gin Leu Gin Ala Ser Gly Leu Ala Val Gin Ser 
465 470 475 480 

Gly Thr Leu Val Gin Asp Ser Glu Leu Lys Tyr Ser Leu His Leu Ala 
485 490 495 

Asn 
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(2) INFORMATIONS POUR LA SEQ ID NO: 792: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 744 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 779321 .. 781552 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 792: 

Lys Lys Leu lie Glu lie Val lie Tyr Asn Cys Lys Lys Met Cys Asn 

15 10 15 

Asp Gin Cys Thr Glu Arg Ser Phe Pro Arg Asn Asn Thr His Glu Cys 

20 25 30 

Lys Pro Met Asn Glu Leu Ser His Ser Gin Ser Thr Phe Ser Asn Tyr 

35 40 45 

Pro Glu Val Leu Leu Ala Lys Leu Ala Gin Asp Leu Phe Ser lie Asn 

50 55 60 

Gin Thr Pro Met Thr Lys Arg Trp lie Leu Val Pro Ser Ser Asp Thr 
65 70 75 80 

Asp His Trp Leu Arg Arg Glu Leu Val Lys Ala Ser Ser Asn His lie 

85 90 95 

Phe Met Gly Thr His lie Phe Ala Ser Phe Asp Ala Phe Val Lys Tyr 

100 105 110 

Leu Phe Thr Gly Thr Arg Leu Val Asp Leu Ser Thr Pro Asp His lie 

115 120 125 

Thr Leu Pro Leu Thr lie Tyr Asn Leu Leu Lys Glu Ser Ser Phe Asn 

130 135 " 140 

Ser Ser Ser Glu Val Ser Tyr Ser His Leu Gin Lys Leu Ser Ser lie 
145 150 155 160 

Phe Lys Lys Phe Tyr Thr Phe Ser Gin Glu Pro Ser Thr Asn Asn Pro 

165 170 175 

Tyr Tyr Lys Asn Leu Phe Ala Gin Leu Lys Asp Ser Tyr Thr Pro Leu 

180 185 190 

Glu Thr lie Phe Ser Ser lie Leu Asp His Pro Pro Glu Tyr Pro Cys 

195 200 205 

Ser Leu His lie Phe Gly Tyr Pro Gin Leu Pro Gin His Val Ala Ser 

210 215 220 

Phe Phe Val Ala Leu Gly Lys Tyr Phe Pro Val His Phe Tyr Cys Phe 
225 230 235 240 

Ser Pro Ser Ala Ala Tyr Phe Gly Asp Leu Leu Ser Asp Lys Ala Met 

245 250 255 

Ala Ala Leu Ser Pro Arg lie Pro Glu Pro His Gin Glu Thr Trp Glu 

260 265 270 

Lys Tyr Val Leu Thr Asp Arg Leu Ala Leu Leu Ala Asn Leu Ala His 

275 280 285 

Lys Ser Gin Ser Leu Gin Asn Phe Phe Leu Asp Tyr Ser Val Pro Tyr 

290 295 300 

Glu Glu Leu Phe Gin Pro Tyr Glu Lys Leu Ser Ser Leu His lie Val 
305 310 315 320 

Lys Asp Ser Phe Phe His Leu Gin Pro lie Asp Gin Lys Leu Phe Ser 
325 330 335 
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Asn Ser Pro Gin Thr lie Phe Val Arg Gin Ala Pro Ser Ala Ser Arg 

340 345 350 

Glu Val His Gin Leu Phe Ser Leu Val Ser Gin Leu Leu His Ser Gly 

355 360 365 

Val Pro Ala Gin Glu lie Phe lie Leu Ser Ser Asn Leu Ser Lys Tyr 

370 375 380 

Glu Thr Leu Leu Arg Gly lie Phe Glu Pro His Leu Pro Leu Tyr Leu 
385 390 395 400 

Thr Lys Thr Glu Lys Thr Gin Thr Arg Thr Leu Lys Asn Lys Leu Leu 

405 410 415 

Leu Val Val Thr Phe Leu Phe Ser Lys Gly Ser Leu Asn Asp Leu Leu 

420 425 430 

Arg lie Leu Ser His Pro Asp Leu Leu Ser Pro Leu Glu Thr Thr Lys 

435 440 445 

Met Gly Phe Leu Thr His Lys Leu Thr His Tyr Trp Lys Ser Leu Ser 

450 455 460 

Gin Lys Asp Ser Pro Leu Thr Gin Leu lie His Arg lie Leu Asp Glu 
465 470 475 480 

Tyr Pro Phe lie Asp Asp Thr Gly Ser Val Asn Glu Ala Glu Thr Trp 

485 490 495 

Glu Val Val Val Pro Leu Leu His Thr Leu Gin Gin Val Thr Ala Ser 

500 505 510 

Tyr lie Glu Ser Lys Asp Lys Thr Tyr Glu Glu His Ser Arg Leu lie 

515 520 525 

Phe Ser Ala Leu Glu Asn lie Phe Phe Leu Ser Thr Glu Glu Tyr Ala 

530 535 540 

Leu Leu Val Ser Leu Ser Lys Thr Leu Gin Pro Phe Val Arg Ser Ser 
545 550 555 560 

Cys Ser Leu Thr lie Phe lie Glu Phe Cys Leu Asp Phe Leu Ser His 

565 570 575 

lie Pro Gly His Ser Gin Leu Tyr Asn Gin Pro Gly Pro Phe Val Gly 

580 585 590 

Ser Leu Asn Ser Leu Ser Leu lie Pro Lys Gly Tyr Thr Phe lie Leu 

595 600 605 

Gly Ala Asn Lys Lys Asp His Ser Leu Asp Thr Ser Phe Leu lie Asp 

610 615 620 

Pro Ser Leu lie Gin Glu Asp Phe Leu Phe Ser Ser Thr Glu. Asp Glu 
625 630 - 635 640 

Asp Asn Leu His Phe Leu Gin Thr lie Val Ser Thr Lys His Gin Leu 

645 650 655 

His lie Ser Tyr Leu Ser Ser Ser Lys Asn Pro Ala Leu Pro Ser Ser 

660 665 670 

Ala Leu Gin Asn lie Cys Trp Met Leu Cys Leu Phe Lys Lys Asn lie 

675 _ 680 685 

Phe Leu Gly Asn Phe Met Leu Lys Lys Thr Phe Leu Leu Asn Arg Cys 

690 . 695 700 

lie Ser Leu Thr Arg Phe Thr Thr Gly Trp Leu Lys Ser Pro Arg Tyr 
705 710 715 720 

Lys Thr Arg Pro His Pro Cys Leu Ser Leu lie Gin Leu Arg Arg Tyr 

725 730 735 

Leu His Thr Tyr Pro Tyr Asn lie 
740 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 93: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 82 acides amines 

(B) TYPE: acide amine 
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{ D ) CONFIGURATION : 1 ineaire 
( i i i ) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 7812 97 .. 782442 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 793: 

Leu Ser Leu Phe lie Gin Glu Ser Ser lie Thr Glu Leu Cys Phe Ala 

1 5 10 is 

Lys His Leu Leu Asp Ala Val Pro lie Gin Glu Glu His Leu Ser Gly 

20 25 30 

Lys Leu Tyr Ala Lys Glu Asn Phe Ser Ser Glu Pro Leu His Gin Ser 

35 40 45 

Tyr Gin Val Tyr Tyr Arg Met Ala Gin Val Ser Pro Leu Gin Asn Lys 

50 55 60 

Ala Pro Ser Leu Phe Lys Ser Asp Thr Thr Lys Thr Leu Pro Ser His 
65 70 75 80 

Leu Ser Leu Gin His Leu lie Lys Ala Phe Lys Asp Pro Leu Asn Phe 

85 90 95 

Phe Leu Ser Thr Gin His Gly Phe Ser Phe His Pro Lys Ala Leu Phe 

100 105 no 

Ser Lys Ser Glu Lys Val Phe Pro Ser Pro His Asp Ala Lys Ala Phe 

115 120 125 

Trp Asn His Leu Leu Ser Ser Lys Thr Pro Leu Pro Thr Thr Asn Tyr 

130 135 140 

Leu Ser Ala Phe Thr Glu Ser Leu Tyr Thr Asp Val Gin Asp Ser Val 
145 150 155 160 

Ser Lys Arg Leu Glu Thr Leu Gin Lys Asp Pro Ala Thr Thr Pro Phe 

165 170 175 

Ser Val Val Phe Ser Asp Gin Leu Phe His Asp Pro Leu His Pro Asn 

180 185 . 190 

Asp Gin Gin Val Pro Pro Leu Leu Leu Ser Leu Pro Leu Lys Asn lie 

195 200 205 

His Leu Gin Gly Thr lie His Gly Val Cys Ser Lys Gly Val Tyr Leu 

210 215 220 

Phe Ser Met His Pro Gly Glu Ala Phe Lys Lys Thr Gin Lys Thr His 
225 230 235 240 

Gly Phe Pro Lys Asp Ala Phe Glu Leu Glu Ser Tyr Leu Glu Ser Tyr 

245 250 255 

Leu Ser Leu Ala Leu Leu Gin Ala Ser His Leu Leu Pro Lys Glu Ala 

260 265 270 

Thr He Leu Arg Val Thr Ero His Asp He Glu Pro He Leu Pro Pro 

275 280 285 

Phe Ser Ser Pro Glu Ser Tyr Leu He Arg Ala He His Leu Tyr Asp 

290 295 300 

Leu Leu Gin Asn Gin Ala Val Pro Leu Pro Ser Ala Gin Ala Trp Glu 
305 310 315 320 

Tyr He Lys Lys Thr Asp Ser Ala Ser Gin Cys He Lys Lys Leu Leu 

325 . . 330 335 

Asp Ser Glu Glu Asp Pro Leu Thr Ser Ser Phe Trp Trp Phe His Asn 

340 345 350 

Arg Asp Thr Glu Glu He Cys Ser Glu Leu Ser Asn Asp Val Leu Ser 

355 360 365 

Gin Leu Leu Ser Leu Phe He Asn Gin Asp Ser Gin Gin Asn 
370 375 380 
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(2) INFORMATIONS POUR LA SEQ ID NO: 794: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 1026 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 782447 7 85524 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 794: 

Met Ser Ser Phe Asp lie Phe Ser Pro Thr Ala Ser Val Ser Gly Lys 

1 5 10 15 

Phe Phe Leu Glu Ala Ser Ala Gly Thr Gly Lys Thr Phe Thr lie Glu 

20 25 . 30 

Gin Val lie Leu Arg Ser Leu Leu Glu Gly Ser lie Glu Gin Thr Lys 

35 40 45 

Asn lie Leu Val Val Thr Phe Thr Asn Ala Ala Thr Asn Glu Leu Lys 

50 55 60 

Leu Arg lie Gin Ala Ser Leu Lys Gin Ala Leu Ser Leu Phe Ser Gin 
65 70 75 80 

Ala Leu Ser His Pro Gly Thr Pro Leu Pro Pro Tyr lie Ser Ser Ser 

85 90 95 

Glu Thr Lys Val Lys Gin Leu Tyr Met Lys lie Arg Asn Ser Leu Ala 

100 105 110 

Thr Leu Asp Glu Met Asn lie Phe Thr lie His Gly Phe Cys Arg Phe 

115 120 125 

Thr Leu Glu Gin His Phe Pro Trp tie Gin Pro lie Gin Pro Ser Ser 

130 135 140 

lie Phe Ser Glu Pro Gin Thr lie Gin Gin Tyr lie Leu Asp Tyr Leu 
145 150 155 160 

Arg Lys Asn Leu Trp Asp Thr Val Leu Ser Pro Lys Gin Tyr Ala Phe 

165 170 175 

Leu Ser Tyr His His Arg Ala Thr Thr Gin Gin Thr Arg His Leu lie 

180 185 190 

Glu Arg Leu Leu Gin Asp Tyr Thr Ser Thr Pro Asn Leu Ala Leu Ser 

195 200 205 

Pro Leu Ser lie Thr Leu Gin Lys Leu Lys Ala Trp Val Ser Cys Tyr 

210 215 220 

Gin His Leu Ala Pro Leu Ser Leu Glu Glu Met Gin Ala Phe Ser Leu 
225 230 235 240 

Arg Phe Lys Gin Ser Asp Leu Ser lie Glu Arg Glu Leu Pro Ala Phe 

245 250 255 

Val Glh Gin Phe Glu Thr Asn Pro Tyr Ser Leu Asp Met Leu Phe Phe 

260 265 270 

Pro Gly Met Val Gin Lys Phe Gin Glu Glu Asn Arg Asn Lys Lys Lys 

275 280 285 

Leu Ser Ala Pro Ala Ser Pro Leu Asp Pro Phe Phe Gin Asp Trp lie 

290 295 300 

Gin Leu Ala His Pro Phe Cys Gin Lys Glu Pro lie Phe His Thr Leu 
305 310 315 320 

Leu Lys Ser Val Gin Gin His Leu Lys Thr His Cys Ala Gin Ser Tyr 

325 330 335 

Ser His Asp Glu Ser lie Ala Thr Leu Glu Ser Leu Leu Asp His Asn 

340 345 350 

Asp Thr Val Val Ser Gin Leu Arg Lys Gin Phe Gin Leu Val Leu lie 
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355 360 365 

Asp Glu Phe Gin Asp Thr Asp Lys Arg Gin Xaa Gin He Phe Ser Lys 

370 375 380 

Leu Phe Ala Ser Pro Asp Tyr Ser Gly Ser Leu Phe Leu He Gly Asp 
385 390 395 400 

Pro Lys Gin Ser He Tyr Glu Trp Arg Asn Ala Asp Leu Pro Thr Tyr 

405 410 415 

Leu Gin Ala Lys His Ser Phe Pro Lys Glu Ala Xaa Leu He Leu Asp 

420 425 430 

Thr Asn Tyr Arg Ser Thr Pro Xaa Leu Met Gin Gly Leu Asn His Leu 

435 440 445 

Phe Ser Leu Pro Thr Pro Phe Leu Glu Thr Pro Gin Asn He Leu Tyr 

450 455 460 

His Pro Leu His Ser Lys Gly Ser Ser Glu He Ser Tyr Ser Glu Phe 
465 470 475 480 

Ser Pro He His Phe Phe Ser Ser Glu Asp He Gin Glu Glu Thr Leu 

485 490 495 

Trp lie Ser Lys Thr Ala Ser Tyr Leu Arg Ser Ala Tyr Ser He Pro 

500 505 510 

Phe Gly Asn Met Ala Val Leu Val Gin Asp Tyr Pro Gin Ala Leu Lys 

515 520 525 

Leu He Thr His Ser Thr He Pro Met Ala Tyr Cys Lys Glu Lys Arg 

530 535 540 

He Phe Asp Arg Thr Glu Ser Pro Tyr Leu Leu He Leu Leu Leu Glu 
545 550 555 560 

Ala Leu Leu Tyr Pro Glu Asn Gin Gin Lys He Gin Ala He Leu Met 

565 570 575 

Ser Arg Leu Phe Gin Leu Ser Ser Thr Glu He His Gin His Leu Lys 

580 585 590 

Thr Phe Ser Ser Leu Phe Phe Thr Leu Asn Arg His Leu Tyr His Tyr 

595 600 605 

Ser Leu Leu Ala Thr Phe Tyr Lys Leu Met Gly Glu Asn Val Leu Ser 

610 615 620 

Gin Thr He Gly Glu Thr Leu Leu Gin Thr Pro Leu Gly Asp He He 
625 630 635 640 

Phe Gin Glu Leu Glu Ala Leu Cys Leu Tyr Leu Asp Lys Thr Thr Glu 

645 650 655 

Asn Pro His His Lys Leu Leu His Leu He Asn He Leu He Thr Gly 

660 665 670 

Lys Tyr Asp Glu Glu Leu Ser Phe Ser Ser Gin Ser Asn Asp Glu Asn 

675 680 685 

Met He Lys He Thr Thr Val His Ser Ser Lys Gly Leu Glu Tyr Asp 

690 695 700 

Val Val Phe Cys Ser Cys Leu Asn Lys Ala Lys Glu Lys Thr Pro Ser 
705 710 - 715 720 

Val His Met Arg Glu Met Tyr Val Ala Cys Thr Arg Ala Lys Lys Phe 

725 730 735 

Leu Phe He Pro Phe Ser Pro He Glu Lys Arg Ser Leu Ser Thr Lys 

740 745 750 

Lys Leu Ser Ala Leu Ala Asn Tyr Ala Asn Val Thr Lys His His Ser 

755 760 765 

Val Pro His Leu Val Glu Thr Leu Thr Ser Ser Ser Pro Glu Leu Phe 

770 775 780 

Ser Ser Ser Phe Gin Pro Pro Glu Ser Ser Leu Thr Pro Asp Arg Glu 
785 790 795 800 

Arg Leu Pro Gin Gin Thr Tyr Phe Ser Leu Pro His Leu Pro Ser Arg 

805 810 815 

Thr He His Ser Phe Ser Ser Thr Val Glu Asn Leu His Phe Ser Glu 
820 825 830 
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Pro lie Gin Glu Leu Ser Pro Ser Leu Leu Phe Pro Gly Gly Ser Leu 

835 840 845 

Thr Gly Thr Leu lie His Lys Leu Leu Glu Ser Leu Ala Gly Asn Phe 

850 855 860 

Ala Ala Cys Phe Glu Glu lie Phe Asn Lys Ala Gin Thr Leu Leu Lys 
865 870 875 880 

Asn Thr Pro Leu Glu Gly Tyr Glu Ser lie lie Ala Glu Lys lie Tyr 

885 890 895 

Thr Val Phe Ser Thr Thr Leu Pro Phe Ser Ser Gly Ser Phe Ala Leu 

900 905 910 

Arg Asn lie His Pro His Asn lie Arg Val Glu Glu Thr Phe Leu Leu 

915 920 925 

Gin Glu Glu Gly Glu Leu Trp Gin Gly lie Val Asp Leu Phe Phe Glu 

930 935 940 

His Lys Gly Arg Phe Phe lie lie Asp Trp Lys Thr Ser Phe Leu Gly 
945 950 955 960 

Asp Glu Thr Ser Cys Tyr Ser Pro Asp Gin Leu His Leu Tyr lie Gin 

965 970 975 

Arg Gin Gly Leu Asp Arg Gin Glu Arg Leu Tyr Arg Lys Ala Ala Lys 

980 985 990 

Arg Phe Leu His Gin Phe Asn Ser Ser Leu Gin Val Glu Met Ala Phe 

995 1000 1005 

Val Phe lie Arg Gly Leu Asp Asp Lys Gly Asn Gly Phe Leu Gin Pro 

1010 1015 1020 

Gly Arg 
1025 



(2) INFORMATIONS POUR LA SEQ ID NO : 7 95: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 157 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 785532 786002 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 7 95: 

Thr Pro Ser Asn Tyr Ser Gin lie Lys Pro Lys lie Ser Gly Arg Ser 

1 5 _ 10 15 

Leu Gly Leu Lys Ser lie Gly Gly Asn Thr Lys Lys Ser Thr Val Glu 

20 25. 30 

Gin Ser Gly Ala Lys Asp Cys Ala Phe lie Phe Lys Glu Gin Asp Pro 

35 40 45 

Ser Leu Leu Gly Arg Thr Ser Leu Thr Val Ala Thr Arg Ser Pro Gly 

50 55 60 

Gly Lys Thr Pro Ser Asn Pro Val Val Thr Arg Thr Ser Pro Thr Ser 
65 70 75 80 

lie Val Phe Pro Ser Thr Lys Pro Lys Ser Leu Pro Leu Ser lie Glu 

85 90 95 

Ala Ser Gly Phe Gin lie Gly Ser Pro Arg Pro Gin Thr lie Pro Arg 

100 105 110 

Arg Ala Lys Ser Phe Cys Ser Asp Arg Asp Lys Glu Ser Ser Arg Ala 

115 120 125 

Cys Lys Arg Cys Lys Ala Ser Cys Leu Ser Leu Ser Ala Lys Ala Asp 
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130 135 140 

Ala Gly Arg Leu Ala Thr Phe Leu Ala Asn Val Arg Ser 
145 150 155 



(2) INFORMATIONS POUR LA SEQ ID NO: 7 96: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 289 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i ii ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 78554 6 . . 78 64 12 ) 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 796: 

Phe Leu Pro Phe Arg Gin Gly Ser Asp Ser Gin Ala Leu Val Glu Glu 

1-5 10 15 

Thr Gin Cys Phe Leu Leu Lys Glu Lys lie Arg Leu Leu Glu Glu Arg 

20 25 30 

lie Leu Ser Met Glu Glu Ala Lys Gin Ser Pro Pro Leu Phe Ser Glu 

35 40 45 

lie Leu Ser Ser Tyr Phe Gin Ser Pro lie Met Gly Arg Val lie Phe 

50 55 60 

Arg Asp Pro Ala His Trp Gly Ser Ser Cys Trp lie Asn lie Gly Lys 
65 70 75 80 

Arg Gin Gly Val Lys Lys Asn Ser Pro Val Val Cys Gly Lys Val Val 

85 90 95 

Val Gly Leu Val Asp Phe Val Gly Glu Ala Gin Ser Arg Val Arg Phe 

100 105 no 

lie Thr Asp Val Gly lie Lys Pro Ser Val Met Ala Val Arg Gly Glu 

115 120 125 

lie Gin Thr Trp Val Val Lys Asp Gin Leu Arg Thr Leu Ala Arg Asn 

130 135 140 

Val Ala Asn Leu Pro Ala Ser Ala Phe Ala Asp Ser Asp Lys Gin Glu 
145 150 155 160 

Ala Leu His Leu Leu Gin Ala Leu Glu Asp Ser Leu Ser Leu Ser Glu 

165 170 175 

Gin Asn Asp Phe Ala Leu Arg Gly lie Val Cys Gly Arg Gly Asp Pro 

180 185 190 

lie Trp Lys Pro Glu Ala Ser He Leu Ser Gly Ser Asp Phe Gly Phe 

195 200 205 

Val Asp Gly Lys Thr He Glu Val Gly Asp Val Leu Val Thr Thr Gly 

210 215 220 

Leu Asp Gly Val Phe Pro Pro Gly Leu Leu Val Ala Thr Val Asn Glu 
225 230 235 240 

Val Leu Pro Lys Ser Glu Gly Ser Cys Ser Leu Lys He Lys Ala Gin 

245 250 255 

Ser Leu Ala Pro Asp Cys Ser Thr Val Asp Phe Leu Val Leu Pro Pro 

260 265 270 

Met Asp Phe Asn Pro Asn Asp Arg Pro Asp He Phe Gly Leu He Trp 
275 280 285 

Glu 
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(2) INFORMATIONS POUR LA SEQ ID NO: 797: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 377 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement < 7 86611 7 8774 1 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 797: 

Arg Gly Phe lie Val Ser Leu Phe Glu Gin Leu Pro Ser Phe Ser Pro 

15 10 15 

Asp Ser lie Leu Gly Leu Ala Gin Ala Phe Gin Glu Asp Pro Arg Glu 

20. 25 30 

Asp Lys lie Asn Leu Leu Leu Gly Thr Tyr Glu Arg Glu Lys Lys Arg 

. 35 40 4 . 45 

Tyr Gly Gly Phe Ser Ser Val Arg Lys Ala Gin Ser Val Phe Phe Asp 

50 55 60 

Asp Glu Lys Asp Lys Asn Tyr Leu Pro lie Lys Gly Ser Ser Thr Phe 
65 70. 75 80 

Leu Glu Glu Met Ala Ala Leu Cys Phe Gly Glu Leu Asp Ala Asn Arg 

85 90 95 

Trp Val Gly Val Gin Ala lie Gly Gly Thr Gly Ala Leu His Leu Gly 

10.0 105 110 

Ala Ser Val Tyr Ala Asn Ala Ser Leu Ala Gly Lys Val Tyr lie Pro 

115 120 125 

Ser Gin Thr Trp Gly Asn His Ser Arg lie Phe Ser His Gin Gly Leu 

130 135 140 

Ala Leu Glu Tyr Tyr Pro Tyr Tyr Asp Gin Glu Thr Lys Glu Leu Asp 
145 150 155 160 

Leu Gin Gly Leu Lys Ala Val Leu Arg Ser Ala Pro Glu Thr Ser Leu 

165 170 175 

Val Leu Leu His Cys Cys Cys His Asn Pro Thr Gly Lys Asp lie Pro 

180 185 190 

Leu Ser Glu Trp Pro Glu lie lie Thr lie lie Lys Glu Arg Asp Leu 

195 200 205 

lie Pro Phe Phe Asp Met Ala Tyr Leu Gly Phe Ala Ser Gly lie Glu 

210 215 220 

Glu Asp Arg Arg Pro Val Gin Leu Cys lie Glu Ala Gly Val Thr Thr 
225 230 _. 235 240 

Phe Val Ala Gly Ser Ala Ser Lys Asn Phe Ser Leu Tyr Gly Ser Arg 

245 250 255 

Val Gly Phe Phe Gly Ala lie His Gin Asp Lys Gin Asp Leu Asn Arg 

260 265 270 

lie Leu Ser Phe Leu Glu Glu Gin lie Arg Gly Glu Tyr Ser Ser Pro 

275 280 285 

Ala Arg Glu Gly Val Ala lie Val Thr Ser lie Leu Ser Asn Pro Tyr 

290 295 300 

Leu Arg Gin Glu Trp Glu Leu Glu Leu Asn Gly lie Arg Gin Ser Leu 
305 310 315 320 

Glu Glu lie Arg Ser Ser Phe Val lie Ala Met Arg Asn Val Ala Gly 

325 330 335 

His Ser Phe Asp Phe lie Ala Ser Gin Lys Gly Phe Phe Gly Tyr Pro 

340 345 350 

Gly Phe Ser Lys Glu Gin Val Leu Phe Leu Arg Glu Glu Leu Gly lie 
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355 360 
Tyr Thr Thr Ala Ala Glu Asp Ser He 
370 375 



365 



(2) INFORMATIONS POUR LA SEQ ID NO: 798: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 4 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 7 87 62 0 . . 78802 1 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 798: 



Val 


Pro 


Ser 


Asn 


Lys 


Leu 


He 


Leu 


Ser 


Ser 


Arg 


Gly 


Ser 


Ser 


Trp 


Lys 


1 








5 










10 










15 


Ala 


Cys 


Ala 


Lys 


Pro 


Arg 


He 


Glu 


Ser 


Gly 


Glu 


Lys 


Glu 


Gly Asn 


Cys 








20 










25 










30 




Ser 


Lys 


Arg 
35 


Leu 


Thr 


He 


Lys 


Pro 
40 


Leu 


Tyr 


Ser 


Ala 


Leu 
45 


Leu 


Leu 


Thr 


Val 


Phe 


Phe 


Ser 


Ser 


Lys 


Met 


Thr 


Ala 


Cys 


Cys 


Pro 


Lys 


Ser 


Cys 


Lys 




50 










55 










60 






His 


Asp 


Asn 


Leu 


Val 


Ser 


Ser 


Leu 


Gly 


Val 


Leu 


Ala 


Gin 


Leu 


Val 


Glu 


65 










70 










75 










80 


Arg 


Asn 


Asn 


Gly 


He 
85 


Val 


Glu 


Val 


Ser 


Gly 
90 


Ser 


He 


Pro 


Leu 


Cys 
95 


Ser 


Asn 


Phe 


Cys 


Leu 


He 


Pro 


Tyr 


Arg 


Arg 


Asn 


Phe 


Leu 


Asp 


Leu 


Val 


Leu 








100 










105 








110 






Leu 


Ala 


Leu 
115 


Lys 


Gin 


Tyr 


Ser 


Phe 
120 


Ser 


Asn 


Ser 


Phe 


Ser 
125 


Asn 


His 


Phe 


Leu 


Gly 
130 


Gin 


Phe 


Arg 


Phe 























(2) INFORMATIONS POUR LA SEQ ID NO : 7 99: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 73 5 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 7 87 92 0 7 9 0 124 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 799: 

Cys Asn He Ala Leu Phe Cys Tyr Ser Ala Tyr He Ser Gly Leu Lys 

15 10 15 

Arg Gly Ala He Val Asp Tyr Leu Glu Asn Leu Gin Ser Leu He Glu 

20 25 30 

Asn His Pro Ser Asp Phe Phe Ser Leu Trp Glu Glu Tyr Cys Phe Asn 
35 40 45 
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Asp Val Val Lys Gly Asp Glu Leu Val Val Leu Leu Glu Lys lie Lys 

50 55 60 

Gly Ser Thr He Ala Pro Ala Phe Gly Lys He Ala Glu Ser Val He 
65 70 75 80 

Pro Leu Trp Glu Gin Leu Pro Glu Gly Glu Glu Lys Asp Lys Val Leu 

85 90 95 

Ser Leu Val Phe Asp Val Gin Thr Thr Asn Ser Lys Asn Leu Leu Glu 

100 105 110 

He Ala Leu Gin Gin Val Lys Lys Tyr Glu Asp Ser Ala Asn Tyr Lys 

115 120 125 

Glu Ala Leu Arg He Val Gly Leu Arg Asp Gly He Thr Phe Ser His 

130 135 140 

Cys Leu Gly Arg Phe Ala Leu Leu Met His Leu Ser Glu Gly Asn Phe 
145 150 155 160 

Val Phe His Gin Gly Gly Trp Gly Val Gly Glu He Met Gly Val Ser 

165 170 175 

Phe Leu Gin Gin Lys Val Leu Val Glu Phe Glu Gly Val Leu Thr Ala 

180 185 190 

Lys Asp He Ser Phe Glu Thr Ala Phe Arg Met Leu Val Pro Leu Arg 

195 200 205 

Lys Asp His Phe Leu Ala Arg Arg Phe Gly Asp Pro Asp Ala Phe Glu 

210 215 220 

Ala Phe Ala Arg Lys Glu Pro Val Ala Ala He Glu Cys Leu Leu Lys 
225 230 235 240 

Asp Leu Gly Pro Lys Asn Ala Lys Glu He Arg Asn Glu Leu Val Glu 

245 250 255 

Leu Val He Pro Glu Glu Asp Trp Ser Arg Trp Trp Gin Ser Ala Lys 

260 265 270 

He Lys Met Lys Lys Asp Ala Arg He Leu Ala Pro Ala Ser Ser Lys 

275 280 285 

Asp Pro Tyr Val Phe Asp Pro Lys Gly Phe Ser Phe Val Ser Gin Leu 

290 295 300 

Gin Ala Ser Leu Ser Gly Ser Asn Asp Ala Asn Lys Lys He Thr Ser 
305 310 315 320 

Cys Tyr Ala Phe Val Arg Asp Leu Gly Ser Glu Leu Lys Asp Glu Ser 

325 330 335 

Asn Arg Gin Ser Val lie Lys Glu Leu Lys Ala Leu Asp Leu Pro Ala 

340 345 350 

Asp Ser Ala Leu Leu He Gin Arg Ala Met Leu Leu Ser Glu Phe Leu 

355 360 365 

Gly Glu Lys Ala Pro Glu Leu Glu Tyr Glu Asn He Ala Lys Leu Ser 

370 375 380 

Glu Asp Gin Leu Phe Asp He Val Asn Asn He Glu He Leu Ser Leu 
385 390 - 395 400 

Gin Lys Ser Phe Leu Ala Leu He His Ser Cys Ser Pro Val Trp Val 

405 410 415 

Pro Val Tyr Thr Lys Leu Phe Leu Thr Thr Ser Thr Ser Met Leu Arg 

420 425 430 

Glu Gin Val Phe Lys Val Leu Asn Ala Asp Lys Glu Ala Arg Glu Asn 

435 440 445 

He Leu Lys Lys Val Phe Ala Met He Glu Gin Pro Leu Leu Tyr Pro 

450 455 460 

Glu Leu Phe Val Trp Leu Phe Ala Arg Val Val Asp Gly Glu Asp Gly 
465 470 475 480 

Leu Phe Ala Glu Ser Asp Lys Lys Glu He Glu Arg Gin Met Leu Ala 

. 485 490 495 

Ser Ala Leu Glu Leu Met His Lys Val Ala Thr Thr Pro Gin Lys Asp 

500 505 510 

Leu Gly Lys Lys Leu Tyr Ser Phe Leu Val Gly Gin Arg Phe Leu Val 
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515 










c: o n 










525 








lie 


Ar g 




Tin 
11c 


lie 


Asp 


bin 


Ala 


Ser 


He 


Glu 


Tyr 


Leu 


Lys 


Glu 


Phe 




53 0 










jo j 










b40 








Val 


Leu. 


Leu 


Ser 


Ser 


Lys 


Cys 


Pro 


Gin 


Phe 


Thr 


Gin 


Gly 


Asp 


Leu 


Gly 


545 










r ^ n 










c c c 

555 








560 


Val 


Leu 


Arg 


Q O T~ 


Leu 


Ala 


blU 


vai 


vai 


bin 


Pro 


Ala 


Leu 


Lys 


Arg 


Gly 










J D J 










c t n 
3 / U 








575 


Thr 


Leu 


Glu 


ulU 


\J 1 Li 


r»l n 


Asn 


lie 


Leu 


Trp 


Thr 


Thr 


Ser 


Asp 


Ser 


Phe 








580 




















590 






Thr 




ric L, 


Lys 


Asn 


Lys 


Leu 


Gin 


Ser 


Leu 


Val 


Gly 


Lys 


Glu 


Met 


Val 






_) -? J 










c n n 
OUU 










605 








vjXU 


Asn 


Ala 


Lys 


bill 


lie 


Glu 


Asp 


Ala 


Arg 


Ala 


Leu 


Gly Asp 


Leu 


Arg 




610 










DID 










620 








VjxU 


Asn 


Ser 


pi,, 

blU 


Tyr 


Lys 


irne 


Ala 


Ser 


Glu 


Arg 


Arg 


Ala 


Arg 


Leu 


Gin 


U J 










tz ~i n 










635 








640 


Glu 


vjt _L LI 


Tie 
lie 


Arg 


vai 


Leu 


Ser 


bill 


Glu 


He 


Asn 


Arg 


Ala 


Lys 


He 


Leu 










645 










650 








<C tr c 
ODD 




Thr 


Lys 


Asp 


Ala 


Val 


Phe 


Thr 


Asp 


Ser 


Val 


Gly 


Val 


Gly 


Cys 


Lys 


Val 








660 










665 










670 




Val 


Leu 


Glu 


Ser 


Asp 


Gin 


Gly 


Asp 


Lys 


Val 


Cys 


Tyr 


Thr 


He 


Leu 


Gly 






675 










680 










685 






Pro 


Trp 


Asp 


Ala 


Asn 


Pro 


Asp 


Glu 


Lys 


He 


Leu 


Ser 


Leu 


Lys 


Ser 


Lys 




690 










695 










700 






Leu 


Ala 


Gin 


Glu 


Met 


Val 


Gly 


Lys 


Ala 


Val 


Gly 


Glu 


Thr 


Val 


Leu 


Phe 


705 










710 










715 










720 


Gin 


Gly 


Lys 


Lys 


His 


Lys 


He 


Lys 


Glu 


He 


Ser 


Ser 


He 


Trp 


Asp 





725 730 735 



(2) INFORMATIONS POUR LA SEQ ID NO: 800: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 150 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : oui 



(Viii) POSITION DANS LE GENOME: 790160 .. 790609 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 800: 

Asn He Glu He Phe Val Met Lys Asn Asn Ser Ala Gin Lys He He 

1 5 10 15 

Asp Ser He Lys Gin He Leu Ser He Tyr Lys He Asp Phe Asp Pro 

20 25 30 

Ser Phe Gly Ala Thr Leu Thr Asp Asp Asn Asp Leu Asp Tyr Gin Met 

35 40 45 

Leu He Glu Lys Thr Gin Glu Lys He Gin Glu Leu Asp Lys Arg Ser 

50 55 60 

Gin Glu He Leu Gin Gin Thr Gly Met Thr Arg Glu Gin Met Glu Val 
65 70 75 80 

Phe Ala Asn Asn Pro Asp Asn Phe Ser Pro Glu Glu Trp Arg Ala Leu 

85 90 95 

Glu Asn He Arg Ser Ser Cys Asn Glu Tyr Lys Lys Glu Thr Glu Glu 

100 105 no 

Leu He Lys Glu Val Thr Asn Asp He Gly His Ser Ser His Lys Ser 
115 120 125 
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Pro Thr Pro Lys Lys Thr Lys Ser Ser Ser Gin Lys Lys Ser Lys Lys 

130 135 140 

Lys Asn Trp lie Pro Leu 
145 150 



(2) INFORMATIONS POUR LA SEQ ID NO: 801: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 4 61 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 790634 792016 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 801: 



M A 4- 

ixi e c 


Lys 


jl jie 


val 


Val 




Arg 


oly 


Leu 


Asp 


Leu 




Leu 


Lys 


vjj ly 


TV "I — j 

Aid 


JL 








c 










1 u 










1 J 




Pro 


Lys 


LjIU 


Ser 




riie 


Cys 


vj ly 


Lys 


vai 


Asp 


Pro 


inr 


Tyr 


vai 


Ser 




























o u 






vai 


Asp 


Leu 


Arg 


Pro 


ir ne 


Ala 


Pro 


Leu 


Pro 


Leu 


bill 


vai 


Lys 


vai 


inr 
















a n 










A ^ 








Pro 


Cjt ly 


Asp 


-r-\ 

vj±n 


Val 


inr 


TV 1 -i 

Ala 


tjiy 


Ser 


Pro 


Leu 


Ala 


pi ,, 

bill 


Tyr 


Lys 


Leu 




D u 










D _) 










D U 










T>Vi /-> 


Ser 


diy 


vai 


Jrne 


Tl c 

lie 


inr 


Ser 


Pro 


vai 


Asp 


oiy 


CjIU 


vai 


vai 


pi 

bill 












70 










7 S 










ft 0 


lie 


Arg 


Arg 


Gly 


Asn 


Lys 


Arg 


Ala 


Leu 


Leu 


Glu 


He 


Val 


He 


Lys 


Lys 










85 










90 










95 




Lys 


Pro 


Gly 


He 


Ser 


Gin 


Thr 


Lys 


Phe 


Ser 


Tyr 


Asp 


Leu 


Gin 


Ser 


Leu 








100 










105 










110 






Thr 


Gin 


Lys 


Asp 


Leu 


Leu 


Glu 


Val 


Phe 


Lys 


Lys 


Glu 


Gly 


Leu 


Phe 


Ala 






115 










120 










125 








Leu 


Phe 


Lys 


Gin 


Arg 


Pro 


Phe 


Asp 


He 


Pro 


Ala 


Leu 


Pro 


Thr 


Gin 


Ser 




130 










135 










140 










Pro 


Arg 


Asp 


Val 


Phe 


He 


Asn 


Leu 


Ala 


Asp 


Asn 


Arg 


Pro 


Phe 


Thr 


Pro 


145 










150 










155 










160 


Ser 


Val 


Glu 


Lys 


His 


Leu 


Ser 


Leu 


Phe 


Ser 


Ser 


Lys 


Glu 


Asp 


Gly 


Tyr 










165 










17 0 










175 




Tyr 


He 


Phe 


Val 


Val 


Gly 


Val 


Gin 


Ala 


He 


Ala 


Lys 


Leu 


Phe 


Gly 


Leu 








180 










185 










190 






Lys 


Pro 


His 


He 


He 


Ser 


Thr 


Asp 


Arg 


Leu 


Thr 


Leu 


Pro 


Thr 


Gin 


Asp 






195 










200 










205 








Leu 


Val 


Ser 


He 


Ala 


His 


Leu 


His 


Thr 


He 


Asp 


Gly 


Pro 


Phe 


Pro 


Ser 




210 










215 










220 










Gly 


Ser 


Pro 


Ser 


Thr 


His 


He 


His 


His 


He 


Ala 


Arg 


He 


Arg 


Asn 


Glu 


225 










230 










235 










240 


Arg 


Asp 


Val 


Val 


Phe 


Thr 


He 


Ser 


Phe 


Gin 


Glu 


Val 


Leu 


Ser 


He 


Gly 










245 










250 










255 




His 


Leu 


Phe 


Leu 


Lys 


Gly 


Phe 


Val 


Leu 


Gly 


Gin 


Gin 


He 


Val 


Ala 


Leu 








260 










265 










270 






Ala 


Gly 


Ser 


Ala 


Leu 


Pro 


Pro 


Ser 


Gin 


Arg 


Lys 


Tyr 


Leu 


He 


Thr 


Ala 






275 










280 










285 








Lys 


Gly 


Ala 


Ser 


Phe 


Ser 


Asp 


Leu 


Leu 


Pro 


Lys 


Asp 


He 


Phe 


Ser 


Ser 




290 










295 










300 










Asp 


Glu 


He 


Thr 


Leu 


He 


Ser 


Gly 


Asp 


Pro 


Leu 


Thr 


Gly 


Arg 


Leu 


Cys 



1515 



305 










310 










j l j 










320 


Lys 


Lys 


Glu 


Glu 


Asn 


Pro 


Cvs 


Leu 


Gly Met 


Arg 


Asp 


Hie: 


rp"l_ „ 

inr 


lie 


Thr 










325 










~i ~> r\ 














Leu 


Leu 


Pro 


Asn 


Pro 


Lys 


Thr 


Arg 


Glu 


Ser 


r lie 


Ser 


irne 


Leu 


Arg 


Leu 








340 










345 














Gly 


Trp 


Asn 


Lys 


Leu 


Thr 


Val 


Thr 
j. in 


Arg 


Thr 


Tyr 


Leu 


Ser 


Gly 


Phe 


Phe 






355 










3 60 










"ICC 

Job 






Lys 


Arg 


Lys 


Arg 


Val 


Phe 




Asp 


Met 


Asp 


mi, v 

lnr 


Asn 


Met 


His 


Gly 


Glu 




370 










37 5 










"3 o n 
joU 








Lys 




Pro 


lie 


Tip 
lie 


Asp 


/v±a 


tjrlU 


He 


Tyr 


Glu 


Arg 


Val 


Ser 


Ala 


He 


385 










390 










395 










400 


Pro 


Val 


Pro 


Val 


Ala 


Leu 


He 


He 


Lys 


Ala 


Leu 


Glu 


Thr 


Gin 


Asn 


Phe 










405 










410 










415 




Glu 


Glu 


Ala 


Cys 


Arg 


Leu 


Gly 


Leu 


Leu 


Glu 


Val 


Ala 


Pro 


Glu 


Asp 


Phe 








420 










425 










430 




Ala 


Leu 


Pro 


Thr 


Phe 


He 


As P 


Pro 


Ser 


Lys 


Thr 


Glu 


Met 


Phe 


Ser 


He 






435 










440 










445 








Val 


Lys 


Glu 


Ser 


Leu 


Leu 


Arg 


Thr 


Gin 


Lys 


Arg 


Met 


Trp 










450 










455 










460 









(2) INFORMATIONS POUR LA SEQ ID NO: 802: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 42 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (7 92059 . . 793 084 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 802: 



Val 


Tyr 


Asn 


Phe 


Met 


Thr 


Arg 


Leu 


Pro 


Leu 


Leu 


Lys 


Arg 


Pro 


Arg 


Arg 


1 








5 










10 










15 


Asn 


Arg 


Lys 


Ser 


Ala 


Ala 


Val 


Arg 


Ser 


He 


He 


Gin 


Glu 


Thr 


Gin 


Leu 








20 










25 










30 






Cys 


Ser 


Ser 


Asp 


Leu 


He 


Trp 


Pro 


He 


Phe 


Leu 


Lys 


Asp 


Gly 


Ser 


Gly 






35 










40 










45 






He 


Arg 


Glu 


Glu 


He 


Glu 


Ser 


Met 


Pro 


Gly 


Val 


Tyr 


Arg 


Trp 


Ser 


Leu 




50 










55 










60 








Asp 


Met 


Val 


Ser 


Lys 


Glu 


Leu 


Glu 


Arg 


Leu 


Cys 


Thr 


He 


Gly 


Leu 


Lys 


65 










70 










75 








80 


Ala 


Val 


He 


Leu 


Phe 


Pro 


Val 


He 


Asp 


Ala 


Asn 


Lys 


Lys 


Glu 


Gin 


Phe 










85 










90 










95 




Gly 


Ser 


Tyr 


Ala 


Ser 


His 


Pro 


Tyr 


Asn 


He 


Val 


Cys 


Lys 


Gly 


He 


Gin 








100 










105 










110 






Ala 


He 


Lys 


Lys 


Ser 


Phe 


Pro 


Glu 


Leu 


Cys 


Val 


He 


Ser 


Asp 


He 


Ala 






115 










120 










125 






Leu 


Asp 


Pro 


Phe 


Thr 


Thr 


Ser 


Gly 


His 


Asp 


Gly 


He 


Phe 


His 


Asn 


Asn 




130 










135 










140 










Tyr 


Val 


He 


Asn 


Asp 


Glu 


Ser 


Val 


Arg 


Val 


Tyr 


Gly 


Gly 


He 


Ala 


Val 


145 










150 










155 








160 


Met 


His 


Ala 


Glu 


Met 


Gly Ala 


Asp 


He 


Val 


Ala 


Pro 


Ser 


Asp 


Met 


Met 










165 










170 








175 




Asp 


Gly 


Arg 


Val 


Lys 


His 


He 


Arg 


Glu 


Gin 


Met 


Asp 


Gin 


Met 


Gly 


Phe 








180 










185 










190 





1516 



Val 


Asn 


Thr 


Glv 


lie 


Leu 


Ser 


TVr 


Ser 


Ala 


Lys 


ryr 


nla 


Ocl 


Ala 
nla 


Leu 






195 










200 










jC. \J Zj 








ly j. 


Glv 


Piro 


Phe 


Arg 


Asp 


Ala 


Leu 


Ser 


Ser 


His 


Leu 




Cot 


oiy 


Asp 




210 










215 










220 










Lys 


Arg 


Thr 


Tvr 
xy j. 


Gin 


Met 


Asp 


IT 1, KJ 


Ala 


Ao J. 1 


Ua 1 

vai 




Pin 

1 LI 


Ala 


L6U 


Leu 


225 










23 0 










23 5 












Glu 


Cys 


Gin 


Leu 


Asp 


Glu 


Glu 


Glu 


Gly 


Ala 


Asp 


Met 


v a x 


171 tr l_ 


lit; 


Lys 










245 










250 










255 




Jr JL W 




Gly 


Phe 


iy i 


T .01 1 


Asp 


Va 1 
v d l 


Tip 
1 1 ter 


\/a l 

v d j. 


Lys 


a i a 

Ala 


Arg 




Asn 


X ill 








260 










2 65 










97 0 






His 


Leu 


Pro 


Val 


Val 


Ala 


Tyr 


Gin 


Val 


Ser 


Gly 


Glu 


Phe 


Ser 


Met 


He 






275 










280 










285 








Met 


Ala 


Ala 


Cys 


Leu 


His 


Gly 


Trp 


Leu 


Asn 


Lys 


Glu 


Ser 


Val 


He 


Lys 




290 










295 










300 










Glu 


Ser 


Leu 


Leu 


Ala 


lie 


Lys 


Arg 


Ala 


Gly 


Ala 


Thr 


Ala 


He 


He 


Ser 


305 










310 










315 










320 


Tyr 


Ala 


Thr 


Pro 


Trp 


Val 


Leu 


Glu 


Trp 


Leu 


Ala 


Lys 


Asp 


Ala 


Leu 


Pro 










325 










330 










335 




Phe 


Glu 


Arg 


Ser 


Val 


Leu 























340 



(2) INFORMATIONS POUR LA SEQ ID NO: 803: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 23 8 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 7 93 343 7 94 05 6 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 803: 



Ala 


Asn 


Leu 


Leu 


Tyr 


Arg 


Ser 


Phe 


Leu 


Met 


•Leu 


Ser 


Lys 


Glu 


Gly 


Gly 


1 








5 










10 










15 




Phe 


Ser 


Glu 


Glu 


Gin 


Arg 


Ala 


Arg 


Leu 


Ser 


His 


Phe 


Val 


Thr 


Asn 


Leu 








20 










25 










30 






Asp 


Ser 


Pro 


He 


Phe 


Ala 


Leu 


Lys 


Asn 


Leu 


Pro 


Glu 


Val 


Val 


Lys 


Gly 






35 










40 










45 








Ala 


Leu 


Phe 


Ser 


Lys 


Tyr 


Ser 


Arg 


Ser 


Thr 


Leu 


Gly 


Leu 


Arg 


Thr 


Leu 




50 










55 










60 










Leu 


Leu 


Lys 


Glu 


Phe 


Leu 


Asp 


Gly 


Glu 


Gly 


Gly 


Asn 


Phe 


Leu 


Asp 


Asp 


65 










7 0 










75 










80 


Asp 


Gin 


Gin 


Asp 


Cys 


Glu 


Leu 


Gly 


He 


Gin 


Lys 


Ala 


Val 


Asp 


Phe 


Tyr 










85 










90 










95 




Arg 


Arg 


Val 


Leu 


Asp 


Asn 


Phe 


Gly 


Asp 


Asp 


Ser 


Val 


Gly 


Glu 


Leu 


Gly 








100 










105 










110 






Gly 


Ala 


His 


Leu 


Ala 


Leu 


Glu 


Gin 


VaL 


Ser 


Met 


Leu 


Ala 


Ala 


Lys 


He 






115 










120 










125 








Leu 


Glu 


Asp 


Ala 


Arg 


He 


Gly 


Gly 


Ser 


Pro 


Leu 


Glu 


Lys 


Ser 


Ser 


Arg 




130 










135 










140 










Tyr 


Val 


Tyr 


Phe 


Asp 


Gin 


Lys 


Val 


Asn 


Gly 


Glu 


Tyr 


Leu 


Tyr 


Tyr 


Arg 


145 










150 










155 










160 


Asp 


Pro 


He 


Leu 


Met 


Thr 


Ser 


Ala 


Phe 


Lys 


Asp 


Val 


Phe 


Leu 


Asp 


Thr 










165 










170 










175 




Cys 


Asp 


Phe 


Leu 


Phe 


Asn 


Thr 


Tyr 


Ser 


Asp 


Leu 


He 


Pro 


Gin 


Val 


Arg 
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180 185 190 

Ser His Phe Glu Lys Leu Tyr Pro Lys Asp Pro Glu Val Ser Gin Ser 

195 200 205 

Ala Tyr Thr Val Ser Leu Arg Ala Lys Val Leu Asp Cys Leu Arg Gly 

210 215 220 

Leu Leu Pro Ala Ala Thr Leu Thr Asn Leu Gly Phe Phe Trp 
225 230 235 



(2) INFORMATIONS POUR LA SEQ ID NO: 804: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 04 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineaire 

( i i i ) HYPOTHETIQUE : ou i 



(viii) POSITION DANS LE GENOME: 7 94046 7 94 9 57 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 804: 

Gly Phe Phe Gly Asn Gly Arg Phe Trp Gin Asn Leu Leu His Arg Leu 

1 5 10 15 

Gin Asp Asn Ser Leu Val Glu Val Arg Asn lie Gly Glu Gin Ser Leu 

20 25 30 

Thr Glu Leu Met Lys He He Pro Ser Phe Val Ser Arg Ala Glu Ser 

35 40 45 

His His Tyr His His Gin Ala Met Val Asp Tyr Arg Arg Ala Leu Lys 

50 55 60 

Glu Gin Leu Lys Ser Phe Ala His Arg Tyr Gly Glu Glu Arg Glu He 
65 70 75 80 

Ser Lys Glu Ala Gly Val Lys Leu Val Tyr Gly Asp Pro Asp Gly Leu 

85 90 95 

Tyr Lys He Ala Ala Ala Tyr Met Phe Pro Tyr Ser Glu His Thr Tyr 

100 105 no 

Ala Glu Leu Leu Asp He Cys Arg Asn He Pro Asn Glu Asp Leu Met 

115 120 125 

Arg He Leu Glu Ser Gly Ala Ser Phe Arg Glu Asn Arg Arg His Lys 

130 135 140 

Ser Pro Arg Gly Leu Glu Cys Ala Glu Phe Ala Phe Asp He Thr Ala 
145 150 155 160 

Asp Phe Gly Ala Tyr Arg Asp Leu Gin Arg His Arg He Leu Thr Gin 

165 170 175 

Glu Arg Gin Leu Leu Thr Lys Lys Leu Gly Tyr Thr Met Pro Ser Gin 

180 185 190 

Leu He Asp Thr Pro Met Glu Ala Pro Phe Arg Gly Ala Met Glu Lys 

195 200 205 

Ala Asp Gin Ala Tyr Arg Leu He Ala Glu Glu Phe Pro Glu Glu Ala 

210 215 220 

Gin Tyr Val Val Pro Leu Ala Tyr Asn He Arg Trp Leu Phe His He 
225 230 235 240 

Asn Ala Arg Gly Leu Gin Trp Leu Cys Glu Leu Arg Ser Gin Pro Gin 

245 250 255 

Gly His Glu Ser Tyr Arg Lys He Ala He Asp Met Ala Arg Glu Val 

260 265 270 

He Gin Phe His Pro Ala Tyr Glu Leu Phe Leu Lys Phe Val Asp Tyr 
275 280 285 
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Ser Glu Thr Asp Leu Gly Arg Leu Gin Gin Glu Ser Arg Lys Lys Ser 
290 295 300 



(2) INFORMATIONS POUR LA SEQ ID NO: 805: 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 8 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) .HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 7 9 5 144 .. 7 9 54 0 1 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 805: 

Glu Lys Met Lys Thr Leu lie Asp Asn Asn He Val Arg Phe Lys Asn 

1 5 10 15 

He Ser Lys Thr Lys Gin Gly He Phe Val Asn Phe Gin Val Lys Gly 

20 25 30 

Glu Arg Gly Gly Ala Ser Phe Thr Ala Ser lie Ala Val Asp He Asp 

35 40 45 

Ala Ala Asp Val Ser Ala Gly Asp Ser Leu Glu Thr He He Glu Arg 

50 55 60 

Cys Ala Leu He Gly He Arg Glu Phe Gin Lys Cys Glu Phe Gin Phe 
65 70 75 80 

Asp Gly He He Cys Leu 
85 

(2) INFORMATIONS POUR LA SEQ ID NO : 80 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 227 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 795575 796255 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 806: 

Met Ala Gly Pro Lys His Val Leu Leu Val Ser Glu His Trp Asp Leu 

15 10 15 

Phe Phe Gin Thr Lys Glu Leu Leu Asn Pro Glu Glu Tyr Arg Cys Thr 

20 25 30 ' 

He Gly Gin Gin Tyr Lys Gin Glu Leu Ser Ala Asp Leu Val Val Cys 

35 40 45 

Glu Tyr Ser Leu Leu Pro Arg Glu He Arg Ser Pro Lys Ser Leu Glu 

50 55 60 

Gly Ser Phe Val Leu Val Leu Leu Asp Phe Phe Asp Glu Glu Thr Ser 
65 70 75 80 

Val Asp Leu Leu Asp Arg Gly Phe Trp Tyr Leu He Arg Pro He Thr 

85 90 95 

Pro Arg He Leu Lys Ser Ala He Ser Leu Phe Leu Ser Gin His Ser 
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100 

Leu His Ser Val Pro Glu Ser He 
115 120 
Val Leu Lys Leu Thr Val Glu Thr 

130 135 
Pro Ser Glu Ser Gly He Leu Lys 
145 150 
Leu Cys Leu Arg Lys His Leu Leu 
■ 165 

Ala lie Val Ala Arg Asn Val Asp 
180 

Lys Leu Gly Ala Tyr Gly Ser Arg 
195 200 
Tyr Leu Phe Ser Asp Asp Gly Asp 

210 215 
Lys Leu Ser 
225 



105 










110 






Arg 


Phe 


Gly 


Pro 


Asn 
125 


Val 


Phe 


Tyr 


Pro 


Glu 


Gly 


Ser 
140 


Val 


His 


Leu 


Thr 


Arg 


Leu 


Leu 


He 


Asn 


Lys 


Gly Gin 






155 










160 


Glu 


Glu 
170 


He 


Lys 


Asn 


His 


Ala 
175 


Lys 


Val 


His 


He 


Ala 


Ser 


Leu 


Arg 


Lys 


185 










190 






He 


Val 


Thr 


Leu 


Arg 
205 


Gly 


Val 


Gly 


Lys 


Lys 


Phe 


Ser 


Gin 


Gin 


Asp 


Thr 



220 



(2) INFORMATIONS POUR LA SEQ ID NO: 807: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 24 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 796278 797015 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 807: 



He 


Pro 


Ser 


Tyr 


Ala 


Cys 


He 


Arg 


Ser 


Leu 


Val 


Met 


Val 


Leu 


Ser 


Ala 


1 








5 










10 










15 




Ser 


Leu 


Phe 


Ser 
20 


Pro 


Glu 


GlU 


Phe 


Leu 
25 


Tyr 


Pro 


Glu 


He 


Val 
30 


Ser 


Gin 


Ala 


Glu 


Phe 


Val 


Trp 


Ser 


He 


Leu 


Thr 


Leu 


Leu 


Glu 


Glu 


Lys 


Leu 


Ala 






35 










40 










45 






Ser 


His 


Thr 


Phe 


Ser 


Gly 


He 


His 


Gly 


His 


Leu 


Glu 


Glu 


Gly 


Val 


Tyr 




50 










55 










60 






Leu 


Lys 


Asn 


Lys 


Glu 


Thr 


He 


Glu 


He 


Gin 


Glu 


Gly 


Ala 


Tyr 


Val 


Glu 


65 










70 










75 








80 


Ser 


Gly 


Ala 


Tyr 


He 
85 


Cys 


Gly 


Pro 


Cys 


He 
90 


He 


Gly 


Pro 


Tyr 


Thr 
95 


Gin 


Val 


Arg 


His 


Gly 
100 


Ala 


Tyr 


He 


Arg 


Gly 
105 


Gly 


Val 


He 


Thr 


Ser 
110 


Ser 


His 


Cys 


Val 


He 


Gly 


His 


Cys 


Ser 


GlU 


He 


Lys 


Asn 


Ser 


Tyr 


Leu 


Gly 


His 






115 










120 










125 






His 


Ala 


Lys 


Ala 


Ala 


His 


Phe 


Ala 


Tyr 


Val 


Gly 


Asp 


Ser 


Val 


Phe 


Gly 




130 










135 










140 








Ser 


Arg 


Val 


Asn 


Leu 


Gly 


Ala 


Gly 


Val 


Arg 


Cys 


Ala 


Asn 


Phe 


Arg 


Leu 


145 










150 










155 








160 


Asp 


Gly 


Lys 


Thr 


He 
165 


Phe 


Phe 


His 


His 


Ser 
170 


Gly 


Glu 


Arg 


Tyr 


Asp 
175 


Thr 


Lys 


Arg 


Lys 


Lys 


Leu 


Gly 


Ala 


Phe 


Leu 


Gly 


Arg 


Gly 


Val 


Ser 


Val 


Gly 








180 










185 










190 




Cys 


Asn 


Thr 


Val 


Leu 


Asn 


Pro 


Gly 


Cys 


Tyr 


Val 


Ala 


Ser 


Ala 


Thr 


Lys 






195 










200 










205 
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lie Leu Pro Lys Ser Asn His Leu Leu Arg Asn Asn Leu Cys Gin Thr 

210 215 220 

Lys Val Asp Glu Lys Lys Lys Ala Val Ala Trp lie Trp lie lie Ser 
225 230 235 240 

Ala Phe lie Asp Arg Lys 
245 



(2) INFORMATIONS POUR LA SEQ ID NO: 808: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 127 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 7 9 6985 .. 7 973 65 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 808: 



Met 


Asp 


Tyr 


Phe 


Ser 


Val 


Tyr 


Arg 


Ser 


Lys 


Val 


Glu 


Lys 


Lys 


Leu 


Arg 


1 








5 










10 










15 




Asp 


Ser 


Leu 


Gly 


Asp 


Phe 


Gly 


Asn 


Thr 


Gin 


Gly Gly 


Leu 


Arg 


Asp 


Pro 








20 










25 










30 






He 


Glu 


Tyr 
35 


Ala 


Leu 


Leu 


Gly 


Gly 
40 


Gly 


Lys 


Arg 


Val 


Arg 
45 


Pro 


Leu 


Leu 


Val 


Gly 
50 


Leu 


Phe 


Ala 


Glu 


Gly 
55 


He 


His 


Lys 


Glu 


Arg 
60 


Asp 


Val 


Leu 


Asp 


Thr 


Ala 


He 


Ala 


He 


Glu 


Tyr 


He 


His 


Thr 


Ser 


Thr 


Leu 


He 


Ala 


Asp 


65 










70 










75 










80 


Asp 


Leu 


Pro 


Cys 


Met 
85 


Asp 


Asp 


Asp 


Asp 


Met 
90 


Arg 


Arg 


Gly 


Lys 


Leu 
95 


Arg 


Phe 


Thr 


Lys 


Leu 
100 


Leu 


Met 


Lys 


Leu 


Arg 
105 


Leu 


Ser 


Trp 


Leu 


Arg 
110 


Met 


Leu 


Leu 


Phe 


Gin 
115 


Leu 


Leu 


Met 


His 


Glu 
120 


Phe 


Val 


Arg 


Met 


Gin 
125 


Lys 


Arg 





(2) INFORMATIONS POUR LA SEQ ID NO: 809: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 19 9 acides, amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 797260 797856 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 809: 

Arg Gin Ala Ser Val His Lys Ala Phe Asp Glu Ala Ser Ala Leu Leu 

1 5 10 15 

Ala Ser Tyr Ala Leu He Pro Ala Ala Tyr Ala Arg He Arg Lys Asn 

20 25 30 

Ala Lys Ala Leu Lys Ala Val Val Ser Cys Glu Gin Asp Val Glu Glu 
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.3 b 










40 










45 






Ala 


Tyr 


bill 


Asp 


Tin 

lie 


Leu 


Glu 


Leu 


He 


Glu 


Leu 


Arg 


Phe Gly 


Val 


Gly 




o u 










b b 










60 






i j. e 


Leu 


Gly 


Gly 


Gin 


Tyr 


Glu 


Asp 


Val 


Phe 


Phe 


His Asp 


Phe 


Ser 


D D 










*"7 A 
/ U 










75 






80 


Lys 


pi M 

blU 


Asn 


vaj. 


Leu 


Gly 


He 


He 


Lys 


Lys 


Lys 


Thr 


Gly Ala 


Leu 


Phe 










o b 










90 








95 




blU 


T 1 0 

i ± e 


Ala 


Cys 


val 


Ser 


Gly 


Trp 


Leu 


Phe 


Gly Gly Gly Glu Arg Glu 








100 










105 








110 






Ser 


Ser 


Thr 


Leu 


Val 


Ala 


Glu 


Phe 


Ala 


Glu 


His 


Phe 


Gly Leu 


Leu 


Phe 






115 










12 0 










125 






Gin 


He 


Arg 


Asp 


Asp 


Leu 


Ala 


Asp 


Leu 


Ser 


Gin 


Asp 


Asp Gin 


Glu 


Glu 




130- 










135 










140 






Lys 


His 


Met 


Asn 


Tyr 


Ala 


Leu 


Leu 


Phe 


Gly 


Glu 


Val 


Ala Ala 


Lys 


Glu 


145 










150 










155 






160 


Leu 


Leu 


Asp 


His 


Ser 


Phe 


Glu 


Ser 


Cys 


He 


Lys 


Asn 


Leu His 


Leu 


Leu 










165 










170 








175 




Gin 


Glu 


Arg Gly 


Leu 


Glu 


Cys 


Ser 


Glu 


Pro 


Leu 


Glu 


Met Leu 


Cys 


Lys 








180 










185 








190 


Asn 


Val 


Phe 


Cys 


Gly 


Trp 


Lys 



















195 



(2) INFORMATIONS POUR LA SEQ ID NO : 810: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 105 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineaire 

( iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 7 977 7 2 7 9 8 08 6 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 810: 



Lys 


Ser 


Pro 


Pro 


He 


Ala 


Gly 


Glu 


Gly 


He 


Arg 


Val 


Phe 


Gly 


Ala 


Ala 


1 








5 










10 








15 




Arg 


Asp 


Val 


Val 


Gin 


Lys 


Cys 


Val 


Leu 


Trp 


Met 


Glu 


He 


Asn 


Thr 


Phe 








20 










25 










30 






Tyr 


Ala 


Asn 


Leu 


Ala 


Ala 


Glu 


Asp 


Phe 


Gly Arg 


Gly 


Ala 


His 


Arg 


Thr 






35 










40 










45 






Trp 


Ala 


Ser 


Leu 


Phe 


Phe 


Met 


Leu 


Val 


Gly 


Phe 


Leu 


Val 


Leu 


Leu 


Gly 




50 










55 










60 








Asn 


Ser 


Ser 


Val 


Gin 


Leu 


Leu 


Asp 


Lys 


Gly 


Val 


Phe 


Tyr 


Gly 


Lys 


Ala 


65 










70 










75 






80 


Cys 


Phe 


Leu 


Ser 


Leu 


Gin 


Arg 


Lys 


Leu 


Glu 


Tyr 


Glu 


Glu 


Leu 


Glu 


Ser 










85 










90 










95 




He 


Leu 


Leu 


Asn 


Asn 


He 


Leu 


Tyr 


Gly 

















100 105 



(2) INFORMATIONS POUR LA SEQ ID NO : 811: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 164 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: 1 ineaire 
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(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 7 97 9 3 5 .. 7 9 84 2 6 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 811: 



Pro 


Lys 


Ser 


He 


Asp 


Pro 


Ala 


Lys 


Thr 


Pro 


Val 


Met 


Met 






Thr 


1 








5 










10 










15 




Glv 


Glv 


He 


Arg 


Cys 


Glu 


Leu 


TVr 


Ser 


Ala 


Leu 


Leu 


Leu 


Glu 


Lys 


Gly 








2 0 










4Lt -J 










1 ft 






Phe 


Lys 


Glu 


Val 


Tyr 


Gin 


Leu 


Asp 


Gly 


Gly 


Val 


He 


Ala 


Tyr 


Gly 


Leu 






35 










40 










45 








Lys 


Met 


Gly 


Thr 


Gly 


Lys 


Trp 


Arg 


Gly 


Lys 


Leu 


Phe 


Val 


Phe 


Asp 


Asp 




50 










55 










60 










Arg 


Met 


Ala 


Met 


Pro 


He 


Asp 


Glu 


Ala 


Asp 


Pro 


Asn 


Val 


Ser 


Pro 


He 


65 










70 










75 










80 


Ala 


Arg 


Cys 


Ser 


Leu 


Cys 


Asn 


Thr 


Asp 


Ser 


Asp 


Thr 


Tyr 


Tyr 


Asn 


Cys 










85 










90 










95 




Ala 


Asn 


Thr 


Asp 


Cys 


Asn 


Asn 


Leu 


Phe 


He 


Cys 


Cys 


Glu 


Ser 


Cys 


He 








100 










105 










110 






Ala 


Thr 


His 


Lys 


Gly 


Cys 


Cys 


Ser 


Glu 


Glu 


Cys 


Ser 


Gin 


Ala 


Pro 


Arg 






115 










120 










125 








He 


Arg 


Ala 


Phe 


Ser 


Ala 


Glu 


Arg 


Gly 


Asn 


Lys 


Pro 


Phe 


Arg 


Arg 


Lys 




130 










135 










140 










His 


Leu 


Cys 


Pro 


Thr 


He 


Glu 


Gin 


Ser 


Cys 


Cys 


Leu 


Lys 


Glu 


Gin 


Glu 


145 










150 










155 










160 


Asn 


Gin 


Pro 


Ala 



























(2) INFORMATIONS POUR LA SEQ ID NO: 812: 

(i) CARACTERI ST I QUE S DE LA SEQUENCE : 

(A) LONGUEUR: 17 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 7 984 1 6 . . 7 98 9 2 5 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 812: 



Asp 


Val 


Phe 


Met 


Glu 


Lys 


Asn 


Tyr 


Tyr 


Ala 


Leu 


Ala 


Tyr 


Tyr 


Tyr 


Phe 


1 








5 










10 










15 




Gly 


Pro 


Val 


Ser 


Asn 


Pro 


Tyr 


Glu 


Glu 


He 


Ala 


Leu 


His 


Lys 


Gin 


Leu 








20 










25 










30 






Phe 


Lys 


Thr 


Met 


Asp 


Val 


Ser 


Cys 


Arg 


He 


Tyr 


He 


Ser 


Glu 


Glu 


Gly 






35 










40 










45 








He 


Asn 


Gly 


Gin 


Phe 


Ser 


Gly 


Tyr 


Gin 


Pro 


Asp 


Ala 


Glu 


Arg 


Tyr 


Met 




50 










55 










60 










Ala 


Trp 


Leu 


Lys 


Gin 


Arg 


Pro 


Asp 


Phe 


Ala 


Ser 


He 


Lys 


Phe 


Lys 


He 


65 










70 










75 










80 


His 


His 


He 


Glu 


Glu 


Asn 


He 


Phe 


Pro 


Arg 


Val 


Thr 


Val 


Lys 


Tyr 


Arg 










85 










90 










95 




Lys 


Glu 


Leu 


Val 


Ala 


Leu 


Gly 


Cys 


Ser 


Val 


Asp 


Thr 


Thr 


Lys 


Gin 


Gly 
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100 

Lys His lie Ser 
115 

Cys Leu Val Leu 
130 

Phe Glu Asn Ala 
145 

Asp Tyr Ala Asp 



Pro Glu Glu Trp 
120 

Asp Val Arg Asn 
135 

Val Leu Pro Asp 
150 

Arg Leu Ala Lys 
165 



105 

His Glu Lys Leu 

Asn Tyr Glu Trp 
140 

He Glu Thr Phe 
155 

Glu His 
170 



110 

Gin Glu Asn Arg 
125 

Lys He Gly His 

Arg Glu Phe Pro 
160 



(2) INFORMATIONS POUR LA SEQ ID NO: 813: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 209 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineaire 

( iii ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 7 9 93 01 7 9 9 927 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 813: 

Met Ala Arg Tyr Cys Gly Pro Lys Asn Arg He Ala Arg Arg Phe Gly 

15 10 15 

Ala Asn He Phe Gly Arg Gly Arg Asn Pro Leu Leu Arg Lys Pro Asn 

20 25 30 

Pro Pro Gly Gin His Gly Met Gin Arg Lys Lys Lys Ser Asp Tyr Gly 

35 40 45 

Leu Gin Leu Glu Glu Lys Gin Lys Leu Lys Ala Cys Tyr Gly Met He 

50 55 60 

Leu Glu Lys Gin Leu Val Lys Ala Tyr Lys Glu Val Val Asn Lys Gin 
65 70 75 80 

Gly Asn Val Ala Gin Met Phe Leu Glu Lys Phe Glu Cys Arg Leu Asp 

85 90 95 

Ser He Val Tyr Arg Leu Gly Phe Ala Lys Thr He Phe Ala Ala Gin 

100 105 no 

Gin Leu Val Ser His Gly His Val Leu Val Asn Gly Lys Lys Val Asp 

115 120 125 

Arg Arg Ser Phe Phe Val Arg Pro Gly Met Gin He Ser Leu Lys Glu 

130 135 140 

Lys Ser Lys Arg Leu Ala He Val Thr Glu Ser Leu Glu Asn Lys Asp 
145 150 155 160 

Gin Ser Ser Leu Pro Ala Tyr Leu Ser Leu Asp Lys Ala Ala Phe Lys 

165 170 175 

Gly Glu Leu Val Val Ala Pro Glu Leu Asp Gin He Ala Ser Gin Leu 

180 185 190 

Pro Leu Pro Val Asn Val Ser Val He Cys Glu Phe Leu Ser His Arg 
195 200 205 

Thr 



(2) INFORMATIONS POUR LA SEQ ID NO: 814: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 278 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement { 800029 800862 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 814: 



Leu 


Leu 


Gly 


Ala 


His 


Thr 


Ser 


Ala 


Ala 


Gly 


Gly 


Leu 


His 


Asn 


Ala 


Leu 


1 








5 










10 










15 




Tvr 


Glu 


Gly 


Arg 


Asp 


He 


Gly 


Ala 


Thr 


Thr 


Val 


Gin 


Leu 


Phe 


Thr 


Ala 








20 










25 










30 






Asn 


Gin 


Arg 


Gin 


TrD 


Lvs 


Arcr 


Arcr 


Ala 


Leu 


Thr 


Gin 


Glu 


Met 


Val 


Asp 






35 










40 










45 








Gin 


Phe 


Arg* 


He 


Ala 


Leu 


Asn 


Glu 


Thr 


Ser 


Leu 


Ser 


Tyr 


He 


Met 


Ser 




50 










55 










60 










His 


Ala 


Glv 


Tvr 


Leu 


Asn 


Asn 


Pro 


Gly 


Ala 


Pro 


Asn 


Pro 


Glu 


He 


Leu 


65 










70 










75 










80 


Glu 


Lys 


Thr 


Arg 


Val 


Cvs 


Met 


His 


Gin 


Glu 


He 


Ala 


Asp 


Cys 


He 


Ser 










85 










90 










95 




Leu 


Glv 


lie 


Ser 


Phe 


Val 


Asn 


Phe 


His 


Pro 


Gly 


Ala 


Ala 


Leu 


Ser 


Asp 








100 










105 










110 






Ser 


Lvs 


Glu 


Ser 


Cys 


Leu 


Asp 


Arg 


Ala 


He 


Thr 


Ser 


Phe 


Ser 


Gin 


Met 






115 










120 










125 








Ala 


Pro 


Leu 


Phe 


Glu 


Asn 


His 


Pro 


Pro 


Leu 


Val 


Val 


Leu 


Leu 


Glu 


Thr 




130 










135 










140 










Thr 


Ala 


Gly 


Gin 


Gly 


Ser 


Leu 


He 


Gly 


Ser 


Ser 


Phe 


GlU 


Glu 


Leu 


Ala 


145 










150 










155 










160 


Tyr 


Leu 


He 


Gin 


Gly 


He 


Lys 


Ala 


Leu 


He 


Pro 


He 


Gly 


Val 


Cys 


Leu 










165 










170 










175 




Asp 


Thr 


Cys 


His 


He 


Phe 


Ala 


Ala 


Gly 


Tyr 


Asp 


He 


Ser 


Ser 


Val 


Ala 








180 










185 










190 






Gly 


Trp 


Glu 


Gin 


Val 


Leu 


Lys 


His 


Phe 


Asp 


Ala 


Val 


He 


Gly 


Leu 


Ser 






195 










200 










205 








Phe 


Leu 


Arg 


Ala 


He 


His 


Leu 


Asn 


Asp 


Ser 


Val 


Phe 


-Ala 


Leu 


Gly 


Lys 




210 










215 










220 










Asn 


Lys 


Asp 


Arg 


His 


Ala 


Pro 


He 


Gly 


Glu 


Gly 


Cys 


He 


Gly 


Ser 


Asp 


225 










230 










235 










240 


Ser 


Phe 


Cys 


Phe 


Leu 


Met 


Gin 


Asp 


Glu 


Arg 


Thr 


Arg 


Met 


Leu 


Pro 


Lys 










245 










250 










255 




Tyr 


Leu 


Glu 


Thr 


Pro 


Gly 


Gly 


Pro 


Asp 


Leu 


Trp 


Thr 


Lys 


Glu 


He 


Arg 








260 










265 










270 






Tyr 


Leu 


Gin 


Lys 


Val 


Cys 























275 



(2) INFORMATIONS POUR LA SEQ ID NO: 815: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 55 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 801065 802129 
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(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 815: 

Met Arg Lys Asp Asp Glu Gly Ser Leu Val Arg Ser Leu Phe Asn Leu 

15 10 15 

Leu Ser Gly Thr Phe Phe Ser Arg Leu Thr Gly Met Leu Arg Glu lie 

20 25 30 

Val Met Ala Thr Tyr Phe Gly Ala Asp Pro Leu Val Ala Ser Phe Trp 

35 40 45 

Leu Ala Phe Arg Thr lie Phe Phe Leu Arg Lys Leu Leu Gly Gly Pro 

50 55 60 

lie Leu Gly Leu Ala Phe lie Pro His Phe Glu Phe Leu Arg Ala Gin 
65 70 75 80 

Asn He Ser Arg Ala Thr Phe Phe Phe Lys Ser Phe Ser Arg Phe Phe 

85 90 95 

Cys Tyr Ser Ala He Leu Phe Thr Leu He He Glu Leu Gly Leu Cys 

100 105 no 

Val Trp Cys Ser Cys Val Thr Gly Ser Leu Phe Asp Thr Leu Phe Leu 

115 120 125 

Thr He He Leu Leu Pro Ser Gly He Phe Leu Met Met Tyr Thr Val 

130 135 140 

Asn Ser Thr Leu Leu His Cys Glu Lys Lys Phe Phe Ser Val Gly Leu 
145 150 155 160 

Ala Pro Ser Val Val Asn Val Leu Trp He Gly Thr Val Phe Leu Ala 

165 170 175 

Arg Asn Tyr Asp Pro Arg Asn Arg He Phe Gly Leu Ala Val Val Leu 

180 185 190 

Val Val Gly Phe He Leu Glu Trp Ala He Thr Leu Pro Gly Val Met 

195 200 205 

Lys Phe Leu Gly Gin Ser Lys Glu Val Pro Gin Glu Arg Asp Ser He 

210 . 215 220 

Arg Ala Leu He Ala Pro Leu Ser Leu Gly Leu Leu Ser Met Gly He 
225 230 235 240 

Phe Gin Leu Asn Leu Leu Cys Asp Met Trp Leu Ala Arg Tyr He Asn 

245 250 255 

Glu Val Gly Pro Leu Tyr Leu Met Tyr Ser Val Arg He Gin Gin Leu 

260 265 270 

Pro Val His Leu Phe Gly Leu Gly Val Phe Thr Val Leu Leu Pro Ala 

275 280 285 

He Ser Arg Cys Val Gin Asp Gin Glu His Gin Gin Gly Tyr Asp Leu 

290 295 300 

Leu Arg Phe Ser Leu Lys Leu Thr Val Ala Val . Met Val Val He Thr 
305 310 315 320 

Met Gly Leu Leu Leu Phe Ala Leu Pro Gly Val Arg Val Leu Tyr Glu 

325 330 335 

His Gly Val Phe Pro Tyr Asn Ser Cys Ala Arg Tyr Cys Arg Ser Ser 
340 345 350 

Lys Arg Val 
355 



(2) INFORMATIONS POUR LA SEQ ID NO : 816: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 217 acides amines 

(B) TYPE: acide amine 

{ D) CONFIGURATION : 1 ineaire 

( i i i ) H YPOTHET I QUE : oui 
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(viii) POSITION DANS LE GENOME: 802 023 8 02 673 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 816: 



Arg 


Trn 


Glv 


TVr 

J; 


Cys 


Phe 


Leu 


Leu 


Cvs 


Leu 


Gly 


Tvt* 
±y j. 


Glu 


Cys 


ryr 




1 








5 










10 










15 




Ser 


Thr 


Glu 


Cys 


Phe 


Leu 


Thr 


Thr 


Ala 


Val 


His 


Ala 


I le 


Val 


Glu 


Val 








20 










25 










3 0 






Leu 


Arg 


Glv 


Tvr 


Ser 


Glv 


Ser 


He 


He 


Pro 


Met 


Ala 


Leu 


Ala 


Pro 


Leu 






35 










40 










45 








Val 


Ser 


Ala 


Leu 


Phe 


Tvr 


Ala 


Arg 


Arg 


Asn 


Tvr 


Lys 


Val 


Pro 


Met 


Leu 




50 










55 










60 










Val 


Glv 


He 


He 


Ala 


Ala 


Val 


Val 


Asn 


Met 


Val 


Leu 


Asn 


Val 


He 


Gly 


65 










70 










75 










80 


Cys 


Leu 


Val 


Cys 


Lys 


Gin 


Val 


Ala 


Val 


Leu 


Ala 


TVr 
A Y A 


Ala 


Thr 


Ser 


Leu 










85 










90 










95 




Ala 


Ser 


Trp 


Gly 


Gin 


Leu 


Ala 


Met 


Leu 


Trp 


Tyr 


Cys 


Ala 


Gly 


Lys 


Ser 








100 










105 










110 






Leu 


Pro 


Thr 


Tyr 


Lys 


Gly 


Leu 


Met 


Trp 


Arg 


Thr 


Phe 


Lys 


Glu 


Ser 


Gly 






115 










120 










125 








Lys 


Thr 


Val 


He 


Thr 


Thr 


He 


Leu 


Ala 


Ala 


Val 


He 


Thr 


He 


Gly 


Val 




130 










135 










140 










Asn 


He 


Val 


Thr 


His 


Thr 


Thr 


Tyr 


Val 


Val 


Phe 


He 


Glu 


Pro 


Leu 


Thr 


145 










150 










155 










160 


Val 


Pro 


Thr 


Lys 


Pro 


Leu 


Val 


Ser 


Phe 


Leu 


Asp 


Gin 


Cys 


Gly 


Val 


Phe 










165 










170 










175 




Phe 


Ala 


Glu 


Ser 


Ala 


Leu 


Phe 


Leu 


Ser 


Val 


Leu 


Phe 


Gly 


Leu 


Ala 


Lys 








180 










185 










190 






Leu 


Leu 


Lys 


Thr 


Glu 


Asp 


Leu 


Val 


Asn 


Leu 


Thr 


Ser 


Phe 


Gin 


Tyr 


Trp 






195 










200 










205 








Lys 


Gly 


His 


Gin 


Ser 


He 


Leu 


Arg 


Asn 

















210 215 



(2) INFORMATIONS POUR LA SEQ ID NO: 817:. 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 109 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui _ 



(viii) POSITION DANS LE GENOME: 802920 803246 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 817: 

Met Lys Lys Tyr Phe Tyr Lys Gly Phe Val Gly Ala Leu Leu Leu Ala 

15 10 15 

Cys Gly Ser Thr Asn Leu Ala Phe Ala Gin Ala Ser Ser Met Asp Ser 

20 25 30 

Gin Leu Trp Ser Val Glu Asp Leu Asp Ser Tyr Leu Ser Ser Lys Gly 

35 40 45 

Phe Val Glu Thr Arg Lys Arg Arg Trp Ser Phe Thr Phe Ser Trp Arg 

50 55 60 

Cys Pro Arg Ser Met Asp Leu Cys Lys Arg Gly He Leu Arg Gin Leu 
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65 70 75 80 

Arg Leu Leu Leu Asn Leu Phe Tyr Leu Ser lie Val He Val Val Asn 

85 90 95 

Ser He Cys Met Trp He Thr Pro Leu Leu He Val Gly 
100 105 



(2) INFORMATIONS POUR LA SEQ ID NO: 818: 

(i) C ARAC TER I S T I QUE S DE LA SEQUENCE : 

(A) LONGUEUR: 372 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 803 105 804220 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 818: 

Leu Glu Met Ser Ala Leu Asp Gly Phe Met Gin Lys Arg His Leu Glu 

15 10 15 

Thr Thr Gin Thr Pro Thr Lys Pro He Leu Pro He Asn Arg Tyr Arg 

20 25 30 

Ser Glu Phe Asn Leu Tyr Val Asp Tyr Thr Ala Ala Asn Ser Trp Met 

35 40 45 

Thr Ser Lys Met Asn Trp Val Thr He Ala Gly Gly Glu Ser Ser Ala 

50 55 60 

Ala Gly Leu Asp He Asn Arg Ala Phe Leu Gly Tyr Arg Phe Tyr Lys 
65 70 75 80 

Asn Pro Glu Thr Gin Ala Glu Val Phe Ala Glu He Gly Arg Ser Gly 

85 90 95 

Leu Gly Asp He Phe Asp Ser Asp Val Gin Phe Asn Ser Asn Phe Asp 

100 105 no 

Gly He His Leu Tyr Ala Ala Arg Arg He Ser Glu Lys Leu Pro Phe 

115 120 125 

Thr Met He Val His Gly Gly Pro Phe Val Val Asn Met Ala Glu Lys 

130 135 140 

Glu Tyr Ala Trp Val Val Glu Ala He Leu Asn Lys Leu Pro Gly Asn 
145 150 155 160 

Phe Val Val Lys Thr Ser Val He Asp Trp Asn Thr Leu Thr Ala Lys 

165 170 175 

Thr Asn Asp Pro Ala Asp A-la Ser Thr Ala Gin Pro Ala Lys Pro Asn 

180 185 190 

Thr Lys Tyr Asp Tyr Leu Val Trp Gin Trp Leu Val Gly Lys Ser Thr 

195 200 205 

Ala Met Pro Trp Phe Asn Gly Gin Thr Lys Asn Leu Tyr Thr Tyr Gly 

210 215 220 

Ala Tyr Leu Phe Asn Pro Leu Ala Glu He Pro Glu Asn Trp Lys Gin 
225 230 235 240 

Ser Thr Thr Thr Pro Ala Thr Lys He Thr Asn Gly Lys Glu Asn His 

245 250 255 

Ala Trp Phe He Gly Cys Ser Leu Gly Gly Val Arg Arg Ala Gly Asp 

260 265 270 

Trp Ser Ala Thr Val Arg Tyr Glu Tyr Val Glu Ala Leu Ala He Pro 

275 280 285 

Glu He Asp Val Ala Gly He Gly Arg Gly Asn Gin Met Lys Tyr Gly 
290 295 300 
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Phe Ala Gin Ala 
305 

Phe Thr Asn Tyr 

Asp Ser Val Ser 
340 

Asp Asn Leu Gly 
355 

lie Ser Ser Phe 
370 



lie Lys Gin Gly 
310 

Lys Xaa Val Ser 
325 

Phe Arg Ala Tyr 

Ser Asp Phe Thr 
360 



Leu Asp Pro Lys 
315 

Tyr Gin Phe Val 
330 

Ala Ala Tyr Ser 
345 

Tyr Arg Lys Tyr 



Glu Ser Asn Gly 
320 

Met Gly Leu Thr 
335 

Lys Pro Ala Asn 
350 

Asp Leu Gly Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 819: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 350 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 804307 805356 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 819: 



Gly 


Phe 


Phe 


He 


Phe 


Leu 


Tyr 


Cys 


Met 


Glu 


Ser 


Gly 


Pro 


Glu 


Ser 


Val 


1 








5 










10 










15 




Ser 


Ser 


Asn 


Gin 


Ser 


Ser 


Met 


Asn 


Pro 


He 


He 


Asn 


Gly 


Gin 


He 


Ala 








20 










25 










30 






Ser 


Asn 


Ser 


Glu 


Thr 


Lys 


Glu 


Ser 


Thr 


Lys 


Ala 


Ser 


Glu 


Ala 


Ser 


Ser 






35 










40 










45 








Ser 


Ala 


Ser 


Ser 


Ser 


Val 


Ser 


Ser 


Trp 


Ser 


Phe 


Leu 


Ser 


Ser 


Ala 


Lys 




50 










55 










60 










Asn 


Ala 


Leu 


He 


Ser 


Leu 


Arg 


Asp 


Ala 


He 


Leu 


Asn 


Lys 


Asn 


Ser 


Ser 


65 










70 










75 










80 


Pro 


Thr 


Asp 


Ser 


Leu 


Ser 


Gin 


Leu 


Glu 


Ala 


Ser 


Thr 


Ser 


Thr 


Ser 


Thr 










85 










90 










9 5 




Val 


Thr 


Arg 


Val 


Ala 


Ala 


Lys 


Asp 


Tyr 


Asp 


Lys 


Ala 


Lys 


Ser 


Asn 


Phe 








100 










105 










110 






Asp 


Thr 


Ala 


Lys 


Ser 


Gly 


Leu 


Glu 


Asn 


Ala 


Lys 


Thr 


Leu 


Ala 


Glu 


Tyr 






115 










120 










125 








Glu 


Thr 


Lys 


Met 


Ala 


Asp 


Leu 


Met 


Ala 


Ala 


Leu 


Gin 


Asp 


Met 


Glu 


Ala 




130 










13 5 










140 










Asn 


Ser 


Asp 


Pro 


Ser 


Asn 


Asp 


His 


Thr 


Glu 


Glu 


Leu 


Asn 


Asn 


He 


Lys 


145 










150 










155 










160 


Lys 


Ala 


Leu 


Glu 


Ala 


Gin 


Lys 


Asp 


Thr 


He 


Asp 


Lys 


Leu 


Asn 


Lys 


Leu 










165 










170 










175 




Val 


Thr 


Leu 


Gin 


Asn 


Gin 


Asn 


Lys 


Ser 


Leu 


Thr 


Glu 


Ala 


Leu 


Lys 


Thr 








180 










185 










190 






Thr 


Asp 


Ser 


Ala 


Asp 


Gin 


He 


Pro 


Ala 


He 


Asn 


Ser 


Arg 


Leu 


Glu 


He 






195 










200 










205 








Asn 


Lys 


Asn 


Ser 


Ala 


His 


Gin 


He 


He 


Lys 


Glu 


Leu 


Lys 


Glu 


Gin 


He 




210 










215 










220 










Ser 


Asn 


Tyr 


Lys 


Ala 


Val 


Leu 


Thr 


Asp 


Val 


Glu 


Lys 


Val 


He 


Lys 


Glu 


225 










230 










235 










240 


Phe 


Ser 


Glu 


Ala 


Gly 


He 


Lys 


Leu 


Gly 


Gin 


Ala 


Leu 


Gin 


Ser 


He 


Val 










245 










250 










255 




Asp 


Ala 


Gly 


Asp 


Gin 


Ser 


Gin 


Ala 


Ala 


Val 


Leu 


Gin 


Ala 


Arg 


Gin 


Ser 
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260 265 270 

Asn Ser Pro Asp Asn lie Ala Ala Thr Lys Lys Leu He Asp Ala Ala 

275 280 285 

Lys Thr Lys Val Asn Glu Leu Lys Gin Glu His Gin Glu He Ala Asp 

290 295 300 

Ser Pro Leu Val Lys Lys Ala Glu Glu Gin He Asn Gin Ala Gin Gin 
305 310 315 320 

Asp He Gin Thr He Thr Pro Ser Gly Leu Asp He Pro He Val Gly 

325 330 335 

Pro Ser Gly Ser Gly Xaa Pro Gin Glu Val Arg Gin Glu Arg 
3 40 345 350 



(2) INFORMATIONS POUR LA SEQ ID NO : 82 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 331 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineaire 

{ i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 805290 806282 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 82 0: 

Trp Phe Gly Tyr Ser Tyr Arg Trp Ser Glu Trp Val Arg Xaa Ser Ala 

1 5 io is 

Gly Ser Ala Ala Gly Ala Leu Lys Ser Ser Asn Asn Ser Gly Arg He 

20 25 30 

Ser Leu Leu Leu Asp Asp Val Asp Asn Glu Met Ala Ala He Ala Met 

35 40 45 

Gin Gly Phe Arg Ser Met He Glu Gin Phe Asn Val Asn Asn Pro Ala 

50 55 60 

Thr Ala Lys Glu Leu Gin Ala Met Glu Ala Gin Leu Thr Ala Met Ser 
65 70 75 80 

Asp Gin Leu Val Gly Ala Asp Gly Glu Leu Pro Ala Glu He Gin Ala 

85 90 95 

He Lys Asp Ala Leu Ala Gin Ala Leu Lys Gin Pro Ser Ala Asp Gly 

100 105 no 

Leu Ala Thr Ala Met Gly Gin Val Ala Phe Ala Ala Ala Lys Val Gly 

115 120 125 

Gly Gly Ser Ala Gly Thr Ala Gly Thr Val Gin Met Asn Val Lys Gin 

130 135 140 

Leu Tyr Lys Thr Ala Phe Ser Ser Thr Ser Ser Ser Ser Tyr Ala Ala 
145 150 155 160 

Ala Leu Ser Asp Gly Tyr Ser Ala Tyr Lys Thr Leu Asn Ser Leu Tyr 

165 170 175 

Ser Glu Ser Arg Ser Gly Val Gin Ser Ala He Ser Gin Thr Ala Asn 

180 185 190 

Pro Ala Leu Ser Arg Ser Val Ser Arg Ser Gly He Glu Ser Gin Gly 

195 200 205 

Arg Ser Ala Asp- Ala Ser Gin Arg Ala Ala Glu Thr He Val Arg Asp 

210 215 220 

Ser Gin Thr Leu Gly Asp Val Tyr Ser Arg Leu Gin Val Leu Asp Ser 
225 230 235 240 

Leu Met Ser Thr He Val Ser Asn Pro Gin Ala Asn Gin Glu Glu He 
245 250 255 
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Met Gin Lys Leu Thr 
260 

Pro Ala Val Gin Asn 
275 

Leu Glu Arg Glu Phe 
290 

Glu Asn Ala Phe Arg 
305 

Asn lie Ala Ser Leu 
325 



Ala Ser lie Ser Lys 
265 

Ser Val Asp Ser Leu 
280 

Val Asp Gly Glu Arg 
295 

Lys Gin Pro Ala Phe 
310 

Phe Ser Gly Tyr Leu 
330 



Ala Pro Gin Phe Gly Tyr 
270 

Gin Lys Phe Ala Ala Gin 
285 

Ser Leu Ala Glu Ser Gin 
300 

lie Gin Gin Val Leu Val 
315 320 
Ser 



(2) INFORMATIONS POUR LA SEQ ID NO: 821: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 543 acides amines 

(B) TYPE: acide amine . ~. 
(D) CONFIGURATION : lineaire 



( i i i ) H Y POTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: 806453 808081 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 821: 

Lys Lys Tyr Tyr Trp Asp Arg Phe Ala Thr Ser Thr Thr Val Glu Leu 

1 5 10 15 

Arg Glu Leu Ala Met Asn Arg lie His Arg Thr Gin Gly Ser Leu Thr 

20 25 30 

Asp Tyr Asn Ser Thr Leu Glu Ala lie Ala Lys Lys lie Ala Lys Pro 

35 40 45 

Asp Ser Ala Thr lie Val Ser Gin Val Ala Gin Tyr Glu Gin Phe Lys 

50 55 60 

Met Glu Gin Glu Ala Leu Lys Ala Leu Leu Val Ser Phe Asp Gin Lys 
65 70 75 80 

Ala Asp Gin Arg Tyr Arg Asn Leu lie Gin Arg Leu Glu Gin Leu Asp 

85 90 95 

Val Asp Arg Gin Thr Gly Arg Ser lie Glu Ser Pro His lie Gin Glu 

100 105 110 

Lys Pro Met Ala Ser Leu Gin Ser Glu Asn Gin Val Val Ala Gin Ala 

115 120 125 

Val Val Gin Ser Asp Ser Ser Met Pro lie Phe Thr Gly lie Lys Gin 

130 135 140 

Ser Trp Ala Val Arg Leu Val Gin Gly lie Arg Glu lie Leu Asp Gin 
145 150 155 160 

Leu Leu Val Asp Thr Ser Leu Phe Thr Glu Glu Glu Arg Gly Asp Leu 

165 170 175 

Leu Ala lie Arg Met Asp Ala Ala Ser Leu Gin Asp Lys Gin Glu Arg 

180 185 190 

Leu Ser Ala Glu Asp lie Arg Ser Leu Leu Ser Leu Ser Asn Asp Val 

195 200 205 

Met Arg Val Leu Gin Lys Ala Ser Val Ser Ser Thr Arg Gin Leu Glu 

210 215 220 

Leu lie Gin Ser Leu lie Asp lie Phe Gly Thr Glu Glu Asn Leu Glu 
225 230 235 240 

Gin Ser Phe Ala Gin Val Arg Leu Glu Asn Phe Gin Ala lie Leu Ser 

245 250 255 

Val lie Lys Glu Arg Leu Thr Glu Glu Glu Phe Arg Val Phe Gin Glu 
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260 265 270 

Val Ser Glu Glu lie Ser Ser He Gin Arg Thr Ser Glu Ser His Leu 

275 280 285 

Ser Pro Glu His He Glu Ala He Ala Arg Val Gly Gly Tyr Leu Ser 

290 295 300 

Ala Lys He Val Glu Ser Glu Leu Lys Ala Ser Gin Lys Val Asp Leu 
305 310 315 320 

Cys Gin Arg He Ala Ala Met Tyr Gin Glu Gin Val Asp Ala Val Gin 

325 330 335 

Ala Tyr His Ser Leu Glu Gin Asp Ala Leu Phe Val Asn Ser Arg Gin 

340 345 350 

His Gly Tyr Phe Val Gin Val He Ser Leu Val Ser Ser Leu Met His 

355 360 365 

Ser Leu Ser Pro Thr Ser Glu Glu Glu Arg He Leu Leu Asn Pro Ala 

370 375 380 

Met Met Val Ser Val Leu Pro Thr Val Arg Ala He Gly Leu Arg Phe 
385 390 395 400 

Asp Phe Leu Thr Ala Glu Gin Gin Gin Met Val Asn Ala Ala Val Ser 

405 410 415 

Ser Leu Gin Gin Gin Gin Leu Asp Glu Phe Leu Gly Val Leu Cys Ala 

420 425 430 

His Leu Val Val Val Asn Cys Gin Asn Lys Glu Thr Gly Leu Leu Glu 

435 440 445 

Gly Leu Glu Glu Ser Phe Ser Glu Thr Leu Ser Gly Leu Ser Asn Asn 

450 455 460 

Phe Val Leu Thr Ala Lys Met Gin Asp He Leu Gin Val Cys Ser Leu 
465 470 475 480 

Gin Gly Phe Val Thr Leu Ala Asn Gly Asp Arg Tyr Glu Leu Phe Ser 

485 490 495 

Tyr Asn Asp Ser Gly Glu Ala Val Cys Asp Glu He Ala Leu Gly Asp 

500 505 510 

Gly Phe His Lys Val Leu Gly Thr Met Leu Ala Val Ala Leu Ser Gin 

515 520 525 

Ala Glu Val Phe Lys Ala Arg Val Arg Ser He His Ser Ala Ser 
530 535 540 



(2) INFORMATIONS POUR LA SEQ ID NO: 822: 

(i) CARACTER I STI QUES DE LA SEQUENCE: 

(A) LONGUEUR: 328 acides amines 

(B) TYPE: acide amine 

{ D) CONFIGURATION : 1 ineaire 

( i i i ) H YPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: 808026 809009 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 822: 

Arg Phe Leu Lys Gin Arg Tyr Leu Lys Gin Glu Cys Asp Arg Phe He 

1 5 10 15 

Leu Gin Ala Asp Ser Glu Lys Asn Met He His Lys Arg Met Val Gin 

20 25 30 

Gly Glu Gin Lys Ser Leu Phe Leu Thr Lys' Met Gin Thr Glu Leu Asn 

35 40 45 

Ala Gly Lys Thr He Ala Gin Thr Lys Glu Val Glu Ala Ser Pro Leu 
50 55 60 
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250 










255 




Val 


Ser 


Gly 


Glu 


Val 


Gly 


Ser 


Pro 


Thr 


Asn 


He 


Gly 


Met 


Phe 


Gin 


Met 








260 










265 










270 






Gin 


Ala 


Leu 


Val 


His 


Ser 


Asn 


Gin 


Gin 


Ala 


Tyr 


Ala 


Asp 


Met 


Gly Gin 






275 










280 










285 








Asn 


Phe 


Gin 


Leu 


Glu 


Leu 


Gin 


Met 


His 


Leu 


Thr 


Ser 


Met 


Gin 


Gin 


Glu 




290 










295 










300 










Trp 


Met 


Val 


Val 


Ala 


Thr 


Ser 


Leu 


Gin 


Leu 


Leu 


Asn 


Gin 


He 


Tyr 


Leu 


305 










310 










315 










320 


Gly 


Leu 


Ala 


Arg 


Asn 


Leu 


Leu 


Arg 



















325 



(2) INFORMATIONS POUR LA SEQ ID NO: 823: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 461 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui - 



(viii) POSITION DANS LE GENOME: complement ( 80907 9 810461 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 823: 



Leu Leu Asn Arg Lys He Ser Ser 
1 5 
Thr Ser Gin Glu Val Thr Thr Ser 
20 

Leu Gin Gin Ser Ser Arg Leu Lys 

35 40 
Gin Ala Leu Thr Ser Gin Ala Asn 

50 55 
Ala Gin Thr Leu Lys Ser Thr He 



Met Lys Arg Ser Arg Asn Leu Met 

10 15 
Val Pro Phe Gly Leu Thr Leu Arg 
25 30 
Thr Val Thr Thr Asp Glu Val Lys 
45 

Thr He Val Ser Asp Phe Ser Leu 
60 

Asn Lys He Val Gin Glu Asn Gly 
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65 70 75 80 

Glu Phe Lys Ala Lys Val Asp Gly He Glu Arg Gin Tyr Thr He Phe 

85 90 95 

Gly Pro Leu Lys Asn Asp Thr Ser Ser Asn Lys Ala Thr Leu Asn Pro 

100 105 no 

He Leu Leu Asn Phe Gly Ser He Gly Phe Leu Pro Asn He Thr Leu 

115 120 125 

Ala Ala Asn Asn His Ala Glu Thr Ser Ala Arg Ala Phe Phe Lys Phe 

130 135 140 

Arg Ala Leu Ala Gin Val Glu Ser Thr Lys Leu Asp Gly Thr Leu Gin 
i45 150 155 160 

Gly Ser Glu Asn Phe Leu Gin Lys He Asn Gin Leu Arg Lys Asp Leu 

165 170 175 

Phe Ser Tyr Gin Leu Leu Ala Gin Ser Tyr Glu He Arg Ser Leu Pro 

180 185 190 

Leu Pro Ser Ala Val Ala Ser Val Leu He Asp Arg Tyr Met Pro Gin 

195 200 205 

Glu He Asp Tyr Leu Xaa Gin Met Lys Ser Asp Leu Tyr TVr Ser Asn 

210 215 220 

Phe Xaa Ser Ser Val Gly Asn Ala Met He Glu Ala He Ala Gin Phe 
225 230 235 240 

Val Asn Gly Ala Thr Tyr Phe Asn Phe Ala Ser Phe Val Gly Gin Gin 

245 250 255 

Pro Met Thr Ala Met Ala Xaa Asp Thr Phe Ser Gly Ser Lys Glu Thr 

260 265 270 

Ala Glu Ala Lys Leu Ala Leu Glu Lys Gin Gin Ala Lys Leu Tyr Leu 

275 280 285 

Gin Tyr Ala Thr Gin Ala Leu Lys Val Val Gin Glu Gin Met Glu Arg 

290 295 . 300 

Val Gin Asn Asp Lys Val He Thr Asn Glu Gin Arg Leu Arg He Thr 
305 310 315 320 

Asp Ala Leu Lys Gly Tyr Ala Asp Asn Leu Asn Ala He Ser Gly Ser 

325 330 335 

Leu Val Leu Leu Gin Val Tyr Leu Asn Pro Leu Ser Val Gly Val Arg 

340 345 350 

Asn Gly Asn Gin Arg Gly Asn Asp Thr Gly Thr Asn Pro Lys Gly Thr 

355 360 365 

Phe His Val Phe Arg Gly Lys Asp Gin Trp Gin Ala Arg Leu Glu He 

370 375 380 

Leu Glu Asp Ala Leu Val Ser Gly Leu Pro Ser Asn He He Ser Gly 
385 390 395 400 

Gly Leu Phe Pro Leu Gin Ala Ser Val Gin Ser Asp Gin Gin Ala Tyr 

405 410 415 

Ala Asp Met Gly Gin Asn Tyr Gin Leu Glu Met Gin Met His Met Thr 

420 425 430 

Ala Met Gin Gin Glu Trp Thr Val Val Ala Thr Ser Leu Gin He Leu 

435 440 445 

Asn Gin He Tyr Leu Gly Leu Thr Arg Lys Leu Ala Ser 
450. 455 460 



(2) INFORMATIONS POUR LA SEQ ID NO: 824: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 42 6 acides airlines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 
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(viii) POSITION DANS LE GENOME: complement ( 8103 28 .. 81 1605 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 824: 

Lys Thr Leu Val Glu Met Cys Ser Met Asn lie Phe Asn Lys lie Asn 

15 10 15 

Ser Val Ser Lys Asp Tyr Thr Lys lie Glu Glu Leu Phe Leu Pro Thr 

20 25 30 

His Lys Asn Lys Thr Phe Cys Met Asn Gin Val Met Gin Phe Gin Lys 

35 40 45 

Thr Glu lie Glu Arg Ser Ala lie Gin Asn Val Leu Ser Leu Leu Asp 

50 55 60 

Leu Asp Asn Asp Val Lys Gly Lys Tyr Glu Gin Leu Val Ala Ser Leu 
65 70 75 80 

Ser Ser Ser Ala Pro Thr Thr Thr Ser Gin Pro Ser Asp Glu Ser Ala 

85 90 95 

Val lie Thr Tyr Asp Pro Pro Ser Ser Asn Pro Leu Tyr Asn Ala Ser 

100 105 110 

Lys Gin Ala Trp Val His Asn Val Leu Val Gly Phe Leu Ser Val Val 

115 120 125 

Asn Glu Ala Lys Thr Lys Ala Thr Glu lie Ala Gly Gin Gin Asn Pro 

130 135 140 

Pro Gin Thr Asp Leu Lys Pro Leu Thr Asp Leu Phe Asp Ser Leu Thr 
145 150 155 160 

Thr Leu Val Asp Lys Ala Asn His Arg Glu Leu Ser Asn Glu Asp Leu 

165 170 175 

Glu Thr Phe Tyr Leu Leu Pro Asp Gin He Phe Ser Ala He Gin Thr 

180 185 190 

Phe Pro Phe Glu Gly Asn Gin Lys Val Leu Phe Ser Asn Gin Leu Leu 

195 200 205 

Asp Ser Phe Gly Glu Asp Ala Ser He Glu Gin Val Phe Ala Asp He 

210 215 220 

Arg He Glu Gly Leu Gin Asp Thr Leu Asn Met Val Gin Ser Arg Leu 
225 230 235 240 

Ser Ala Thr Glu Phe Glu Ser Phe Lys Glu Leu Gin Met He He Asp 

245 250 255 

Thr Leu Arg Glu Tyr Val Glu Pro Phe Asn Asp Glu Gly Phe Asp Thr 

260 265 270 

He Leu Gin Thr Ser Lys Asp Leu Ser Ser Ala He He Asn Ser Ser 

275 280 285 

Leu Ser Ser Asn Asp Lys He Glu Leu Cys Arg Asn He Ala Asp Leu 

290 235 300 

Tyr Arg Asp Gin Val Leu Ser He Lys Asn Leu Asp Asn Val Leu Asn 
305 310 315 320 

Glu Thr He Tyr He Asn Ala Arg Asn Ser Ser Leu Phe Ser Asn He 

325 330 335 

Cys Ser Leu Val Glu Phe He Met Gly Ser Phe Ala Pro He Gly Leu 

340 345 350 

Asn Glu Thr Thr He Glu Val Thr Asn Ala Ser He Ala Gly Ala Leu 

355 360 365 

Gin Ala Val Arg Ala He Asp Thr Arg Phe His Glu Leu Thr Pro Glu 

370 375 380 

Gin Lys Asn Leu Val Asn Glu Thr Val Lys Lys Leu Asp Asp Phe Ser 
385 390 . 395 400 

Gly Gly Asn Tyr He Gly Ala Phe Trp Ala Tyr Phe Thr Ser Ala Thr 

405 410 415 

Val Val Ser Ser Lys Asp Cys Asp Asn Arg 
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420 425 



(2) INFORMATIONS POUR LA SEQ ID NO : 82 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 206 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 811725 812342 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 825: 



He 


Leu 


Gly Gin 


Leu 


Leu 


Tyr 


Leu 


Glu 


Arg 


Val 


Tyr 


Leu 


Arg 


Leu 


Asn 


1 








5 










10 










15 




Ser 


Ala 


Asn 


Pro 


Cys 


Ser 


Asp 


Phe 


Lys 


Asn 


Gin 


Ala 


Arg 


Pro 


Ala 


He 








20 










25. 










30 






Asp 


Met 


Glu 


Glu 


Leu 


Asn 


Ser 


Gly 


Leu 


Tyr 


Val 


Leu 


Arg 


Arg 


Leu 


Ala 






35 










40 










45 








Val 


Ala 


Leu 


Glu 


Ala 


Gly Tyr 


Xaa 


Gly Val 


Xaa 


Ser 


Val 


Val 


Asn 


Pro 




50 










55 










60 










Ser 


Asn 


Arg 


Val 


Phe 


Pro 


Gly 


Gly 


Asp 


Trp 


Gly 


Val 


Arg 


Arg 


Ala 


Ala 


65 










70 










75 










80 


Gly 


Gly 


Ser 


Thr 


Pro 


Ala 


Ala 


Gly 


Thr 


He 


Ser 


Gly 


Ser 


Thr 


Xaa 


Ala 










85 










90 










95 




Asp 


He 


Lys 


Gin 


Ser 


Thr 


Ala 


Lys 


Val 


Leu 


Val 


Thr 


Thr 


He 


Thr 


Asp 








100 










105 










110 




Ser 


Leu 


Asn 


Ala 


Leu 


He 


Glu 


Asp 


Val 


Pro 


Glu 


Val 


Pro 


Met 


Thr 


Gin 






115 










120 










125 








Val 


Thr 


Gly 


Val 


Ser 


Ser 


Asn 


Leu 


Val 


Leu 


Met 


Glu 


Ser 


Tyr 


Gin 


Gin 




130 










13 5 










140 








Lys 


Asp 


Ser 


Leu 


Asn 


Asp 


Thr 


Glu 


Gin 


Ala 


Ser 


Val 


Phe 


Ala 


Ser 


Ala 


145 










150 










155 










160 


Tyr 


Ala 


Pro 


Ser 


Asp 


Glu 


Ser 


He 


Lys 


Thr 


Val 


He 


Lys 


Lys 


Glu 


Gin 










165 










170 










175 




Glu 


Lys 


Glu 


Leu 


Gin 


Glu 


Gly 


Lys 


Asp 


Arg 


Val 


Thr 


Ala 


Gin 


Leu 


Thr 








180 










185 










190 






Ala 


Gin 


Gly 


Ala 


Ser 


Asp 


Gin 


Val 


He 


Glu 


Lys 


Ser 


Leu 


Gly 










195 










200 










205 







(2) INFORMATIONS POUR LA SEQ ID NO : 82 6: 

(i) CARA.CTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 98 acides amines 

(B) TYPE: acide amin£ 

{ D) CONFIGURATION : 1 in^aire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 812329 813 522 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 82 6: 
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Arg Ser Leu Trp Ala Asp Tyr Glu Lys Tyr Tyr Val Asp Glu Tyr Phe 

15 10 15 

Asp Thr His Val Lys Glu Ala Leu Trp Lys His Arg Ala Ser lie Gly 

20 25 30 

Glu Asn lie Gin Glu Met Leu Asp Gin Cys Leu Asn Leu Gly Leu Asp 

35 40 45 

Val Pro Asp Ser Leu Thr Lys Glu Asn lie Asn Asp Ala Asn Ala Lys 

50 55 60 

Leu Val Leu Gin Ala Trp Met Glu Ala Phe Asn Asn Ala Met Glu Val 
65 .70 75 80 

Glu Pro Ala Leu Gly Gly Ser Lys Glu Val lie Asp Ser Val Leu Lys 

85 90 95 

Met lie Pro Phe Ala Lys Gin Ser Ser Asn Leu Ser Asp Thr Asp lie 

100 105 110 

Asn Thr lie Tyr Thr Gin Ala Ala Leu Pro Pro Pro Glu Val Met Asp 

115 120 125 

Tyr Tyr Leu Thr Arg Gin Asp Ala Gly lie Cys Lys Gly Glu Val Val 

130 135 140 

Lys Ala Phe Gin Gin Ala Thr Gin Asn Leu Gin Ser Val Arg Ser Asn 
145 150 155 160 

Val Glu Glu Gin lie Lys Glu Leu Glu Val Lys Lys Thr Ser Phe Leu 

165 170 175 

Gin Ala Gin Ala Ser Leu Glu Ser Met Leu Glu Gly Val Lys Arg Leu 

180 185 190 

Asn Asp Asn Gin Lys Phe Thr Ser Val Arg Leu Thr Ser Val Met Glu 

195 200 205 

Cys Tyr Ala Gly Leu lie Ala Leu Ser Gin lie Thr Asp Val Leu Asp 

210 215 220 

Ser Ala Gly lie Ser Leu lie Thr Gin Tyr Val Asp Lys Phe Leu Lys 
225 230 235 240 

Leu Asn Asn Ala His Thr Ala Gin Thr Leu Ala His Val lie Ser Tyr 

245 250 255 

Met Ala Ala Tyr Cys Glu Val Ala Glu Cys Thr Met Ala Ser Thr lie 

260 265 270 

Val Ser Glu Asp Thr Val Leu Gin Lys Val Lys Asp Lys Trp Asn Glu 

275 280 285 

Leu Lys Lys Glu Lys Phe Phe Glu Ser Phe Thr Leu Pro Asp Asp Asn 

290 295 300 

Glu Leu Lys Thr Asn Tyr lie Thr Ser Thr Asn Asn Val Cys Arg Ala 
305 310 315 320 

Asn Phe Ser Asn Phe Val Asn Thr Val lie Thr Glu Lys lie Asn Leu 

325 330 335 

Thr Val Ala Val Arg Glu Ala Gin Ser Leu Leu Thr Glu Phe Gin Gly 

340 _ 345 350 

Lys Ala Ser Glu Tyr Leu Asn Thr Phe Gin Ser Glu lie Asn Thr Leu 

355 360 365 

Asn Gin Thr Tyr Asp Thr Leu Asp Pro Ala Lys Ala Ser Phe Asn Tyr 

370 375 380 

Phe Tyr Arg Glu Tyr Thr Phe Phe Thr Cys Thr Gly Cys Arg 
385 390 395^ 



(2) INFORMATIONS POUR LA SEQ ID NO: 827: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 106 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 813455 .. 813772 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 827: 

lie Gin Pro Lys Leu Leu Leu lie Thr Ser Thr Gly Ser Thr Pro Ser 

15 10 15 

Leu Arg Ala Gin Ala Val Asp Ser Trp lie Asp Ser Thr Ser Leu Gly 

20 25 30 

Ser Ala Phe lie His Leu lie Leu Asn Thr Gin He Pro Lys Gin Glu 

35 40 45 

Asn Phe Leu Asn Pro Leu He Gin Glu Val Asn Phe Asn Asn Val Ala 

50 55 60 

Ala Asn Ala Val Asn Asp Leu Leu Ser He Thr Asn Asn Phe Ser Thr 
65 70 75 80 

Ser Ser Val Tyr Tyr Asn Leu Ser Ser Tyr Leu Val Glu Ser Lys Ala 

85 90 95 

Arg Lys Arg Phe He Leu Trp Gly Phe Leu 
100 105 



(2) INFORMATIONS POUR LA SEQ ID NO: 828: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 201 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 8 13732 8 143 34 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 828: 



Lys 


Ala 


Arg 


Gin 


Gly 


Lys 


Asp 


Leu 


Phe 


Cys 


Gly 


Asp 


Phe 


Phe 


Glu 


Phe 


1 








5 










10 










15 




Met 


Gly 


Ala 


Leu 
20 


Ala 


Lys 


Glu 


His 


Glu 
25 


Tyr 


He 


Val 


Arg 


Asp 
30 


He 


Lys 


Ser 


Cys 


Tyr 


Arg 


Ala 


Glu 


Val 


Phe 


Gly 


Glu 


Ala 


Leu 


Leu 


Ala 


Arg 


Val 






35 










40 










45 






Glu 


Ala 
50 


Leu 


Ala 


Gin 


Gly 


His 
55 


Lys 


Val 


Thr 


Asp 


Ala 
60 


Lys 


Ala 


Asn 


Ser 


Met 


Arg 


Thr 


Gin 


Ala 


Asn 


Leu 


Tyr 


Leu 


Ser 


Phe 


He 


Arg 


He 


He 


Val 


65 










70 










75 










80 


Glu 


Gin 


Leu 


Ala 


Val 
85 


Leu 


Asp 


Ser 


Leu 


Leu 
90 


Arg 


Ser 


Leu 


Asn 


Tyr 
95 


Glu 


Val 


Glu 


Lys 


Lys 
100 


Asp 


Asn 


Asn 


Tyr - 


Asp 
105 


Lys 


Asp 


Lys 


Tyr 


Lys 
110 


He 


Thr 


Gly 


Pro 


Thr 
115 


Asp 


Trp 


He 


Ser 


Thr 
120 


Leu 


Ala 


Ser 


Leu 


Glu 
125 


Gly 


Tyr 


Ala 


Val 


Asn 
130 


Gly 


Phe 


Asp 


Asn 


Ala 
135 


Ser 


Leu 


Ser 


Gly. 


Gly 
140 


Leu 


Gly 


Pro 


Met 


His 


Thr 


Leu 


Val 


Gin 


Thr 


Asp 


Gin 


His 


Asp 


Tyr 


Leu 


Thr 


Gin 


Ser 


Gin 


145 










150 










155 










160 


Thr 


Gin 


Gin 


Leu 


Asn 
165 


Leu 


Gin 


Asn 


Gin 


Met 
170 


Thr 


Asn 


He 


Gin 


Gin 
175 


Glu 
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Trp Thr Leu Val Ser Thr Ser Met Gin Val Leu Asn Gly lie Leu Ser 

180 185 190 

His Leu Ala Ala Glu lie Tyr Ser Asn 
195 200 



(2) INFORMATIONS POUR LA SEQ ID NO: 829: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 00 acides amines 

<B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement ( 8143 14 8152 13 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 829: 

Phe Phe Leu Glu Val Ser Thr Met Ala Ala Thr Val Pro lie Ala Ser 

15 10 15 

Pro Val Gly Arg Leu Leu Ser Ser Ala Thr Ala Thr Thr Leu Arg Gly 

20 25 30 

Asn Ala Thr Ser Leu Arg Ser Lys Leu Ser Ser Val Asn Asp Leu Phe 

35 40 45 

Asp Leu lie Ser Ser Ser Cys Thr Leu Ala Arg Val Thr Pro Arg Thr 

50 55 60 

Thr Val Ser Xaa Thr Gin Gin Gin Gin Leu Ser Thr lie Glu Thr Thr 
65 70 75 80 

Leu Gly Ser Ala Lys Ser Ala Ser Asn Ala Val Gin Ala Xaa Cys Gly 

85 90 95 

lie Val Gin Leu Leu Thr Gly Gly Leu Phe Phe Lys Thr Asn Pro Asp 

100 105 110 

Gly Ser Phe His Leu Asp Leu Val Ser Gin Gin Arg Thr Leu Leu Ser 

115 120 125 

Pro Leu Ser Leu Val Ser Lys Val Thr Arg Leu Ala Ser Lys Val Leu 

130 135 140 

Gly Thr Val Lys Phe Met Gly Ser Gin Thr Phe Pro Val Tyr Gin Leu 
145 150 155 160 

Gly Ala His Ala Thr Gly lie Gly Leu Ser Ala Ser Ala Phe Gly Thr 

165 170 175 

Val Ser Pro Pro Ser Met Ser Gin Lys Thr Gin Glu Lys Phe Ser Gly 

180 ^ 185 190 

Thr Ser Asn Arg lie Asn Leu Gin Lys Glu His Leu Lys Lys Thr Ala 

195 200 205 

Ser Trp His Val Leu Lys Glu Leu Val Gin Val Cys Ser Thr Cys Phe 

210 215 220 

Ala Ala Ser Trp Thr Cys Trp Leu Arg Leu Ser Val Ser Ser Ala Met 
225 230 235 240 

Gin Phe Leu Gin His Leu Trp Glu Cys Thr Pro Leu Leu Leu Trp Val 

245 250 255 

Ser Ser Ala Ser Tyr Leu Leu Trp Glu Met Leu Phe Phe Leu Ser Leu 

260 265 270 

Phe Lys Val Cys Lys His His lie Leu Glu Ala Arg Arg Tyr lie Ser 

275 280 285 

Ala Ser Xaa Phe Leu lie Arg lie Asn Phe Arg Cys 
290 295 300 
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(2) INFORMATIONS POUR LA SEQ ID NO : 83 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 161 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 8 143 9 6 .. 814878 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 83 0: 



Trp 


He 


Phe 


Pro 


Pro 


Arg 


Ser 


Cys 


Phe 


Ala 


Thr 


Lys 


Asn 


Pro 


Pro 


Val 


1 








5 










10 










15 




Ser 


Thr 


He 


Thr 


Cys 


Gin 


Gin 


Ser 


Asn 


Ser 


Phe 


Ser 


Gin 


Gin 


Ser 


Ser 








20 










25 










30 






Arg 


Asn 


Arg 


Glu 


He 


His 


Gly 


Leu 


Pro 


Asn 


Phe 


Pro 


Cys 


Leu 


Pro 


Val 






35 










4 0 










45 








Gly Cys 


Thr 


Arg 


Asn 


Trp 


Tyr 


Trp 


Leu 


He 


Cys 


Phe 


Cys 


Val 


Trp 


Asn 




50 










55 










60 










Cys 


Gin 


Ser 


Ala 


Phe 


Asp 


Val 


Ala 


Glu 


Asn 


Ser 


Arg 


Glu 


Val 


Leu 


Gly 


65 










70 










75 










80 


Asn 


Leu 


Lys 


Gin 


Asn 


Lys 


Pro 


Thr 


Glu 


Gly 


Thr 


Ser 


Lys 


Glu 


Asn 


Gly 










85 










90 










95 


Phe 


Met 


Ala 


Arg 


Leu 


Lys 


Arg 


Ala 


Arg 


Ala 


Ser 


Met 


Phe 


Asn 


Leu 


Leu 








100 










105 










110 






Cys 


Ser 


He 


Leu 


Asp 


Leu 


Leu 


Ala 


Gin 


Ala 


Phe 


Cys 


Phe 


He 


Ser 


Asp 






115 










120 










125 






Ala 


Val 


Ser 


Thr 


Ala 


Phe 


Met 


Gly 


Val 


His 


Thr 


Ala 


Phe 


He 


Val 


Gly 




130 










135 










140 








He 


Phe 


Cys 


Phe 


Leu 


Ser 


Ala 


Leu 


Gly 


Asn 


Val 


He 


Leu 


Ser 


He 


Ala 


145 










150 










155 










160 



Phe 



(2) INFORMATIONS POUR LA SEQ ID NO : 831: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 87 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 815428 815688 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 831: 

Pro Gin Lys Arg Pro Ser Ala Glu Lys Arg Val He Thr Ser Lys Lys 

15 10 15 

Lys Gin Leu Arg Asn Gin Ser Phe Lys Ser Lys Val Arg Thr He Leu 

20 25 30 

Lys Lys Phe Glu Leu Ala Val Gin Ser Gly Asp Val Glu Ser He Ser 
35 40 45 
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Ala Gly Leu Arg 
50 

Gly lie Phe Lys 
65 

Glu Arg Ala Cys 



Ser Val Tyr Ser 
55 

Lys Gly Lys Ala 
70 

Pro Ala Ala 
85 



lie Ala Asp Lys 
60 

Asp Arg Val Lys 
75 



Ala Val Lys Arg 

Ser Arg Ala Ser 
80 



(2) INFORMATIONS POUR LA SEQ ID NO: 832: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: . 447 acioles amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 816116 817456 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 83 2: 

Ser lie Pro Lys Phe Ala lie Cys Arg Asp lie Val Trp Gly Cys Thr 

15 10 15 

Ala Gly Met Gin Tyr Val Met Gly Arg Thr Asn Ser Met Thr Arg Gly 

20 25 30 

Phe Leu Asn Lys Arg Arg Val Leu Glu Lys Cys Arg Thr Ala Lys Gin 

35 40 45 

Lys lie His Tyr Cys lie Ser Arg Tyr Phe His Tyr Leu Pro Pro Vai 

50 55 60 

Leu Ala lie Leu Leu Pro lie Gly Ser Trp Pro Phe Leu Ser Glu Gin 
65 70 75 80 

Gin Trp Trp Cys Gly Ser Phe Leu Phe Pro Val Val Ser Ser Leu Gly 

85 90 95 

Trp Leu Phe Ala lie Gly Arg Arg Glu Arg Gin Leu Arg Ala Ala Ala 

100 105 110 

Gly Gin Leu Leu Glu Ala Lys lie Arg Lys Leu Thr Glu Gin Asp Glu 

115 120 125 

Gly Leu Lys Asn lie Arg Glu Thr lie Glu Lys Arg Gin Lys Glu Thr 

130 135 140 

Asp Arg Leu Lys Leu His Asn Asp Lys Leu Val Glu Gin Leu Gly Gin 
145 150 155 160 

Ala Arg Glu Val Phe lie Gin Ala Lys Gly Arg Tyr Asp His Met Glu 

165 _ 170 175 

Glu Leu Ser Arg Arg Leu Lys Glu Glu Asn Gin Gin Leu Gin Met Gin 

180 185 190 

Leu Glu Ala Ala Val Arg Glu Arg Asn Glu Lys lie Leu Glu Asn Gin 

195 200 205 

Glu Leu Leu Gin Glu Leu Lys Glu Thr Leu Ala Tyr Gin Gin Glu Leu 

210 215 220 

His Asp Glu Tyr Gin Ala Thr Phe Val Glu Gin His Ser Met Leu Asp 
225 230 235 240 

Lys Arg Gin Ala Tyr lie Gly Asn Leu Glu Ala Lys Val Gin Asp Leu 

245 . 250 255 

Met Cys Glu Leu Arg Asn Leu Leu Gin Leu Glu Met Gly Ala Lys Thr 

260 265 270 

Asn Leu Pro Gly Lys Pro Val Ala Ser Arg Asp Val Val Ala Gin Leu 

275 280 285 

Val Leu Glu Phe Arg Lys lie Val Phe Arg Val Glu Thr Thr Glu Ala 



1541 



290 295 300 



J-\±a. 


Asp 


Ser 


Leu 


lnr 


Ala 


Leu 


Arg 


Tyr 


Thr 


Arg 


Thr 


Asp 


Pro 


Ser 


Ala 


t a r 

jUd 










310 










315 










320 




Asn 


Tyr 


Ser 


Leu 


Ala 


Cys 


Arg 


Gin 


Leu 


Phe 


Asp 


Gly 


Leu 


Arg 


Glu 










o o c 










33 0 










335 




LslU 


Asn 


Leu 


Gly 


Met 


Leu 


Pne 


lie 


Tyr 


Ala 


Pro 


Phe 


Ala 


Gin 


Arg 


Ser 


















345 










350 






Phe 


Leu 


Pro 


Met 


IjtrU 




Leu 


Thr 


Asp 


Trp 


inr 


Cjiy 


Tyr 


Gly 


Leu 


Glu 






355 










360 










365 








Asp 


Phe 


Leu 


Asn 


Arg 


Glu 


Ser 


Asp 


Val 


Val 


Leu 


Glu 


Gly 


Phe 


Ala 


Gin 




370 










375 










380 










Trp 


Glu 


Arg 


Asp 


Leu 


Leu 


Thr 


Glu 


Ser 


Arg 


Val 


Glu 


Arg 


Ser 


Gly 


Lys 


385 










390 










395 










400 


lie 


Val 


lie 


Lys 


Thr 


Lys 


Ala 


Phe 


Gly 


Ala 


Thr 


Pro 


Phe 


Tyr 


Tyr 


Cys 










405 










410 










415 




Val 


Val 


Thr 


Leu 


Asp 


Lys 


Gly 


Pro 


Phe 


Ala 


Gin 


His 


He 


Leu 


Gly 


Val 








420 










425 










430 




Leu 




Pro 


Ala 


Lys 


Ala 


Ser 


Phe 


Phe 


Thr 


Asn 


Leu 


Ser 


Tyr 


He 





435 440 445 



(2) INFORMATIONS POUR LA SEQ ID NO: 833; 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 571 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 817 608 . . 8 1 93 2 0 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 833: 



Met 


Arg 


Met 


Asp 


Thr 


Leu 


Asp 


Ser 


Gin 


Ala 


Ala 


Glu 


Ala 


Ala 


Gin 


Glu 


1 








5 










10 










15 




Glu 


Glu 


He 


Gin 


Arg 


Lys 


Leu 


Glu 


Glu 


Leu 


Val 


Thr 


Leu 


Ala 


Lys 


Asp 








20 










25 










30 




Gin 


Gly 


Phe 
35 


He 


Thr 


Tyr 


Glu 


Glu 
40 


He 


Asn 


Glu 


He 


Leu 
45 


Pro 


Pro 


Ser 


Phe 


Asp 


Thr 


Pro 


Glu 


Gin 


He 


Asp 


Gin 


Val 


Leu 


He 


Phe 


Leu 


Ala 


Gly 




50 










55 










60 








Met 


Asp 


Val 


Gin 


Val 


Leu 


Asn 


Gin 


Ala 


Asp 


Val 


Glu 


Arg 


Gin 


Lys 


Glu 


65 










70 










75 








80 


Arg 


Lys 


Lys 


Glu 


Ala 
85 


Lys 


Glu 


Leu 


Glu 


Gly 
90 


Leu 


Ala 


Lys 


Arg 


Ser 
95 


Glu 


Gly 


Thr 


Pro 


Asp 
100 


Asp 


Pro 


Val 


Arg 


Met 
105 


Tyr 


Leu 


Lys 


Glu 


Met 
110 


Gly 


Thr 


Val 


Pro 


Leu 


Leu 


Thr 


Arg 


Glu 


Glu 


Glu 


Val 


Glu 


He 


Ser 


Lys 


Arg 


He 






115 










120 










125 






Glu 


Lys 
130 


Ala 


Gin 


Val 


Gin 


He 
135 


Glu 


Arg 


He 


He 


Leu 
140 


Arg 


Phe 


Arg 


Tyr 


Ser 


Thr 


Lys 


Glu 


Ala 


Val 


Ser 


He 


Ala 


Gin 


Tyr 


Leu 


He 


Asn 


Gly 


Lys 


145 










150 










155 










160 


Glu 


Arg 


Phe 


Asp 


Lys 
165 


He 


Val 


Ser 


Glu 


Lys 
170 


Glu 


Val 


Glu 


Asp 


Lys 
175 


Thr 


His 


Phe 


Leu 


Asn 
180 


Leu 


Leu 


Pro 


Lys 


Leu 
185 


He 


Ser 


Leu 


Leu 


Lys 
190 


Glu 


Glu 



1542 



Asp Ala Tyr Leu 
195 

Ser Lys Pro Asp 
210 

lie Arg Thr Gin 
225 

Thr Glu Asp Phe 

Gin Leu Glu Gin 
260 

Lys Phe Ala Ala 
275 

Arg Glu Val Ala 
290 

Arg Met Leu Gin 
305 

Met Val Glu Ser 

Thr Asn Arg Gly 
340 

Gly Leu Met Lys 
355 

Phe Ser Thr Tyr 
370 

lie Ala Asp Gin 
385 

Thr lie Asn Lys 

Gly Lys Glu Pro 
420 

Pro Asp Arg Val 
435 

Leu Gin Ala Glu 
450 

Leu Glu Asp Thr 
465 

Met Leu Lys Asp 

Glu Arg Phe Val 
500 

Lys Thr Leu Glu 
515 

lie Arg Gin lie 
530 

Arg Ser Lys Gin 
545 

lie Gly Ser Gly 



Glu Glu Arg Leu 
200 

Gin Ala Arg Leu 
215 

Ala Tyr Leu Arg 
230 

Gly Glu Val Val 
245 

Gin lie Asn Asp 

Ala Lys Leu Ala 
280 

Ala Gly Arg Thr 
295 

Arg Trp Met Asp 
310 

Asn Leu Arg Leu 
325 

Leu Ser Phe Leu 

Ala Val Glu Lys 
360 

Ala Thr Trp Trp 
375 

Ala Arg Thr lie 
390 

Val Leu Arg Gly 
405 

Thr Pro Glu Glu 

Arg Glu lie Tyr 
440 

Val Gly Asp Gly 
455 

Ala Val Glu Ser 
470 

Lys Met Lys. -Glu 
485 

Leu lie His Arg 

Glu Val Gly Ser 

. 520 

Glu Ala Lys Ala 
535 

Leu Arg Ala Phe 
550 

Lys lie Lys Ser 
565 



Leu Ala Leu Lys 

Asn Asp Glu Leu 
220 

Cys Phe His Cys 
235 

Phe Lys Ala Tyr 
250 

Leu Lys Ala Arg 
265 

Ala Ala Arg Arg 

Leu Glu Glu Phe 
300 

Lys Ser Gin Glu 
315 

Val lie Ser lie 
330 

Asp Leu lie Gin 
345 

Phe Glu Tyr Arg 

lie Arg Gin Ala 
380 

Arg lie Pro Val 
395 

Ala Lys Lys Leu 
410 

Leu Gly Glu Glu 
425 

Lys lie Ala Gin 

Gly Glu Ser Ser 
460 

Pro Ala Glu Ala 
475 

Val Leu Lys Thr 
490 

Phe Gly Leu Leu 
505 

Ala Phe Asn Val 

Leu Arg Lys Met 
540 

Leu Asp Leu Leu 
555 

Tyr Lys Asn 
570 



Asp 


Pro 


Ala 


Leu 


205 








Glu 


Lys 


Cys 


Arg 


Arg 


His 


Asn 


Val 








240 


Asp 


Ser 


Phe 


Leu 






2 55 




Ala 


Glu 


Arg 


Asn 




270 






Lys 


Leu 


His 


Lys 


285 








Lys 


Lys 


Asp 


Val 


Ala 


Lys 


Lys 


Glu 








320 


Ala 


Lys 


Lys 


Tyr 






335 




Glu 


Gly 


Asn 


Met 




350 






Arg 


Gly 


Tyr 


Lys 


365 








Val 


Thr 


Arg 


Ala 


His 


Met 


He 


Glu 








400 


Met 


Met 


Glu 


Thr 






415 




Leu 


Gly 


Phe 


Thr 




43 0 






His 


Pro 


I le 


Ser 


44 5 








Phe 


Gly 


Asp 


Phe 


Thr 


Gly 


Tyr 


Ser 








48 0 


Leu 


Thr 


Asp 


Arg 






495 




Asp 


Gly 


Arg 


Pro 




510 






Thr 


Arg 


Glu 


Arg 


525 








Arg 


His 


Pro 


He 


Glu 


Glu 


Glu 


Lys 



(2) INFORMATIONS POUR LA SEQ ID NO: 834: 

<i> CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 0 acides amines 

<B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 
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(viii) POSITION DANS LE GENOME: 819324 81 97 13 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 834: 







(~~'\ r <-> 
_y O 


Leu. 




\j ±y 


Vet J. 


Leu 


Leu 


Tyr 


Arg 


Leu 


Asp 


He 


Ala 


Asp 


1 


















10 










15 




Phe 


Arg 


Val 


Trp 


Val 


Ser 


He 


Gly 


Val 


Ser 


Glu 


Gin 


Glu 


Arg 


His 


Tyr 








20 










25 










30 






Pro 


Gin 


Pro 


Val 


Leu 


Val 


Ser 


Leu 


Ser 


Leu 


Phe 


Phe 


Lys 


Glu 


Glu 


Pro 






35 










40 










45 








Lys 


Ala 


Trp 


Ser 


Thr 


Asp 


Lys 


Val 


Ser 


Asp 


Ser 


Val 


Cys 


Tyr 


Ala 


Glu 




50 










55 










60 










Leu 


Val 


Ser 


Leu 


He 


Glu 


Glu 


Val 


Ala 


Thr 


Asn 


Asn 


Pro 


Cys 


Ala 


Leu 


65 










70 










75 










80 


He 


Glu 


Arg 


Leu 


Ala 


Lys 


Val 


Leu 


Leu 


Glu 


L ys 


He 


Glu 


Lys 


Ala 


Leu 










85 










90 










95 




Ala 


Gly 


Gin 


Val 


Ser 


Arg 


He 


Asp 


Leu 


Arg 


Val 


Ser 


Lys 


Glu 


Arg 


Pro 








100 










105 










110 






Pro 


He 


Pro 


Asp 


Leu 


Leu 


Ser 


Pro 


Val 


Ser 


Phe 


Ser 


He 


Ser 


Arg 


Glu 






115 










120 










125 









Val Pro 



130 



(2) INFORMATIONS POUR LA SEQ ID NO: 83 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 23 3 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 819704 . . 820402 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 83 5: 



Arg 


Gly 


Ala 


Met 


Thr 


Ser 


Trp 


Asn 


Phe 


Val 


Cys 


Leu 


Ser 


Leu 


Gly 


Ser 


1 








5 










10 










15 




Asn 


Leu 


Gly 


Asn 


Arg 


His 


Glu 


His 


He 


Arg 


Arg 


Ala 


Tyr 


Ala 


Ser 


Leu 








20 










25 










30 






Lys 


Lys 


Ala 


Gly 


He 


Arg 


Asn 


Leu 


Lys 


Ser 


Ser 


Val 


He 


Leu 


Glu 


Thr 






35 










40 










45 








Lys 


Ala 


Leu 


Leu 


Leu 


Glu 


Gly 


Ala 


Pro 


Lys 


Glu 


Trp 


Asp 


Leu 


Pro 


Tyr 




50 










55 










60 










Phe 


Asn 


Ser 


Val 


Val 


He 


Gly 


Glu 


Thr 


Gin 


Leu 


Ser 


Pro 


Asp 


Glu 


Leu 


65 










70 










75 










80 


He 


Glu 


Glu 


He 


Lys 


Met 


He 


Glu 


Ser 


Arg 


Phe 


Gly 


Gin 


Asp 


Ala 


Ser 










85 










90 










95 




Leu 


Lys 


Trp 


Gly 


Pro 


Arg 


Pro 


He 


Asp 


He 


Asp 


Val 


Leu 


Phe 


Tyr 


Gly 








100 










105 










110 






Asp 


Glu 


Ala 


Phe 


Ser 


Tyr 


His 


Ser 


Asp 


Lys 


Cys 


Thr 


He 


Pro 


His 


Pro 






115 










120 










125 








Lys 


Val 


Leu 


Glu 


Arg 


Pro 


Phe 


He 


Leu 


Ser 


Met 


Met 


Ala 


Ser 


Leu 


Cys 




130 










135 










140 








Pro 


Tyr 


Arg 


Arg 


Phe 


Arg 


Leu 


Glu 


Gly 


Ser 


Ser 


Cys 


Asn 


Gly 


Lys 


Thr 


145 










150 










155 










160 



1544 



Phe Ala Glu Leu Ala Ala lie Tyr Pro Leu Thr Glu Glu Asp Ala Leu 

165 170 175 

Gly Ser Phe Gly Ser Ala Thr Gin lie Met Gly lie Val Asn lie Thr 

180 185 190 

Asp Asn Ser lie Ser Asp Thr Gly Leu Phe Leu Glu Ala Ser Arg Ala 

195 200 205 

Ala Ala His Ala Glu Arg Leu Phe Ala Glu Gly Ala Ser lie lie Asp 

210 215 220 

Leu Gly Ala Gin Gin Pro lie Leu Val 
225 230 



(2) INFORMATIONS POUR LA SEQ ID NO: 83 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 22 9 acides amines 

(E) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 82 037 5 .. 82 10 6 1 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 83 6: 



Phe Arg Gly Ala Thr Thr Asn Pro Arg Val Lys Asp Leu Gly Ser Val 

15 10 15 

Glu Gin Glu Trp Glu Arg Leu Glu Pro Val Leu Arg Leu Leu Ala Glu 

20 25 • 30 

Gly Trp Gly Ala Ala Gin Gin Cys Pro Asp Val Ser lie Asp Thr Phe 

35 40 45 

Arg Pro Glu lie lie Arg Arg Ala Val Glu Val Phe Pro lie Arg Trp 

50 55 60 

lie Asn Asp Val Ser Gly Gly Ser Leu Glu Met Ala His Leu Ala Lys 
65 70 75 80 

Glu Phe Gly Leu Arg Leu Leu lie Asn His Ser Cys Ser Leu Pro Pro 

85 90 95 

Arg Pro Asp Cys Val Leu Ser Tyr Glu Glu Ser Pro lie Glu Gin Met 

100 105 110 

Leu Arg Trp Gly Glu Ser Gin Leu Glu Gin Phe Ala Gin Val Gly Leu 

115 120 125 

Asp Thr Ser Trp Gin Val Val Phe Asp Pro Gly lie Gly Phe Gly Lys 

130 135 140 

Thr Pro Val Gin Ser Met Leu Leu Met Asp Gly Val Lys Gin Phe Lys 
145 150 155 160 

Arg Val Leu Glu Cys Pro Val Leu lie Gly His Ser Arg Lys Ser Cys 

165 170 175 

Leu Ser Met Leu Gly Arg Phe Asn Ser Asp Asp Arg Asp Trp Glu Thr 

180 185 190 

lie Gly Cys Ser Val Ser Leu His Asp Arg Gly Val Asp Tyr Leu Arg 

195 200 205 

Val His Gin Val Glu Gly Asn Arg Arg Ala Leu Ala Ala Ala Ala Trp 

210 215 220 

Ala Gly Met Phe Val 
225 



(2) INFORMATIONS POUR LA SEQ ID NO : 837: 



1545 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 159 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

{ i i i ) H YPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: 82 1 0 61 . . 82 1537 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 837: 



Met 


He 


Gin 


Ala 


Thr 


Gly 


He 


Val 


Ala 


He 


Asp 


Pro 


Arg 


Gly 


Val 


Met 


1 








5 










10 










15 




Gly 


Ala 


Leu 


Gly 


Lys 


Leu 


Pro 


Trp 


Ser 


Tyr 


Pro 


Glu 


Asp 


Leu 


Arg 


Phe 








20 










25 










30 






Phe 


Ala 


Glu 


Thr 


He 


Arg 


Asn 


His 


Pro 


He 


He 


Met 


Gly 


Arg 


Lys 


Thr 






35 










40 










45 








Trp 


Glu 


Ser 


Leu 


Pro 


Asp 


Lys 


Tyr 


Lys 


His 


Gly 


Arg 


Asp 


He 


Val 


Val 




50 










55 










60 










Phe 


Ser 


Arg 


Arg 


Met 


His 


Pro 


Pro 


Gin 


Cys 


He 


Gly 


Val 


Ser 


Ser 


Phe 


65 










70 










75 










80 


Ala 


Glu 


Tyr 


Gly 


Thr 


Leu 


Ser 


Leu 


Asn 


His 


Pro 


Phe 


Leu 


He 


Gly 


Gly 










85 










90 










95 




Ala 


Glu 


Leu 


Phe 


Glu 


Ser 


Phe 


Phe 


Gin 


Gin 


Asn 


Leu 


Leu 


Lys 


Ala 


Cys 








100 










105 










110 




Phe 


Val 


Thr 


His 


He 


Lys 


Lys 


Lys 


Tyr 


Trp 


Gly 


Asp 


Thr 


Phe 


Phe 


Pro 






115 










12 0 










125 








He 


Thr 


Arg 


Leu 


Ser 


Gly 


Trp 


Lys 


Lys 


Glu 


Cys 


He 


Cys 


Asn 


Thr 


Glu 




13a 










135 










140 










Asp 


Phe 


Ser 


He 


Tyr 


Tyr 


Tyr 


Glu 


Asn 


Asn 


Ser 


Asp 


Gin 


Asn 


Thr 





145 150 155 



(2) INFORMATIONS POUR LA SEQ ID NO: 83 8: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 19 8 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 82 164 6 .. 82223 9 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 83 8: 



Ser Ala Val Ala 
1 

Glu Ala Asp Ala 
20 

Lys Lys Glu Gly 
35 

Thr Asp Gin Pro 
50 

Asn Arg He Gly 
65 



Asp Ala Arg Met 
5 

Tyr Leu Phe Cys 

He Leu He Pro 
40 

Phe Val Leu Tyr 
55 

Glu Trp Leu Arg 
70 



Cys Lys Ala Glu 
10 

Glu Lys Ser Gly 
25 

Ser Ala Gly He 

Pro Lys Asp He 
60 

Asn Tyr Phe Arg 
75 



Leu He Lys Lys 
15 

He Tyr Leu Thr 
30 

Asp Glu Ser Asn 
45 

Leu Gly Ser Cys 

Val Lys Glu Leu 
80 



1546 



Gly Val lie lie Thr 
85 

Leu Gly lie Gly Leu 
100 

lie Gly Ser Leu Asp 
115 

Asn Leu Val Asp Ala 
130 

Gly Asn Glu Gin Thr 
145 

Val Tyr His Ser Tyr 
165 

lie Asp Glu Thr Glu 
180 

Trp Ser Gin Glu Lys 
195 



Asp Ser His Thr Thr 
90 

Cys Trp Tyr Gly Phe 
105 

Cys Phe Gly Arg Pro 
120 

Leu Ala Val Ala Ala 
135 

Pro Leu Ala Val lie 
150 

Pro Thr Ser Arg Glu 
170 

Asp Leu Tyr Gly Pro 
185 

Lys 



Pro Met Arg Arg Gly Val 
95 

Ser Pro Leu His Asn Tyr 
110 

Leu Gin Met Thr Gin Ser 
125 

Val Val Cys Met Gly Glu 
140 

Glu Gin Ala Pro Asn Met 
155 160 
Glu Tyr Cys Ser Leu Arg 
175 

Phe Leu Gin Ala Val Thr 
190 



(2) INFORMATIONS POUR LA SEQ ID NO : 83 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 250 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 822182 82293 1 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 839: 



Asn 


Arg 


Gly 


Leu 


He 


Arg 


Thr 


Phe 


Phe 


Ala 


Ser 


Gly 


Tyr 


Val 


Glu 


Ser 


1 








5 










10 










15 




Arg 


Lys 


Glu 


Met 


Met 


Glu 


Val 


Phe 


Met 


Asn 


Phe 


Leu 


Asp 


Gin 


Leu 


Asp 








20 










25 










30 






Leu 


He 


He 


Gin 


Asn 


Lys 


His 


Met 


Leu 


Glu 


His 


Thr 


Phe 


Tyr 


Val 


Lys 






35 










40 










45 








Trp 


Ser 


Lys 


Gly 


Glu 


Leu 


Thr 


Lys 


Glu 


Gin 


Leu 


Gin 


Ala 


Tyr 


Ala 


Lys 




50 










55 










60 










Asp 


Tyr 


Tyr 


Leu 


His 


He 


Xaa 


Ala 


Phe 


Pro 


Lys 


Tyr 


Leu 


Asp 


Ala 


He 


65 










70 










75 










80 


His 


Ser 


Arg 


Cys 


Asp 


Asp 


Leu 


Glu 


Ala 


Arg 


Lys 


Leu 


Leu 


Leu 


Asp 


Asn 










85 










90 










95 




Leu 


Met 


Asp 


Glu 


Glu 


Asn 


Gly 


Tyr 


Pro 


Asn 


His 


He 


Asp 


Leu 


Trp 


Lys 








100 










105 










110 






Gin 


Phe 


Val 


Phe 


Ala 


Leu 


Gly 


Val 


Thr 


Pro 


Glu 


Glu 


Leu 


Glu 


Ala 


His 






115 










120 










125 








Glu 


Pro 


Ser 


Glu 


Ala 


Ala 


Lys 


Ala 


Lys 


Val 


Ala 


Thr 


Phe 


Met 


Arg 


Trp 




130 










135 










140 










Cys 


Thr 


Gly 


Asp 


Ser 


Leu 


Ala 


Ala 


Gly 


Val 


Ala 


Ala 


Leu 


Tyr 


Ser 


Tyr 


145 










150 










155 










160 


Glu 


Ser 


Gin 


He 


Pro 


Arg 


lie 


Ala 


Arg 


Glu 


Lys 


He 


Arg 


Gly 


Leu 


Thr 










165 










170 










175 




Glu 


Tyr 


Phe 


Gly 


Phe 


Ser 


Asn 


Pro 


Glu 


Asp 


Tyr 


Ala 


Tyr 


Phe 


Thr 


Glu 








180 










185 










190 






His 


Glu 


Glu 


Ala 


Asp 


Xaa 


Arg 


His 


Ala 


Arg 


Glu 


Glu 


Lys 


Ala 


Leu 


He 






195 










200 










205 








Glu 


Met 


Leu 


Leu 


Lys 


Asp 


Asp 


Ala 


Asp 


Lys 


Val 


Leu 


Glu 


Ala 


Ser 


Gin 



1547 



210 215 220 

Glu Val Thr Gin Ser Leu Tyr Gly Phe Leu Asp Ser Phe Leu Asp Pro 
225 230 235 240 

Arg Thr Cys Cys Ser Cys His Gin Ser Tyr 
245 250 



(2) INFORMATIONS POUR LA SEQ ID NO: 840: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 437 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : OUi 



(viii) POSITION DANS LE GENOME: complement ( 823 04 5 .. 8243 55 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 840: 



Pro 


Met 


Leu 


His 


Gin 


His 


Gin 


Thr 


Ala 


Ser 


Val 


Ala 


Leu 


Cys 


Pro 


Ala 


1 








5 










10 










15 




Leu 


His 


Leu 


Gin 


Gin 


Gly 


Leu 


Asp 


Met 


Leu 


Gin 


Met 


Pro 


Val 


Ala 


Glu 








20 










25 










30 






Leu 


Ala 


Thr 


Phe 


Val 


Ser 


Gin 


Gin 


He 


Thr 


He 


Asn 


Pro 


Cys 


Phe 


Asp 






3 5 










40 










45 








Leu 


Asp 


Ser 


Leu 


Asp 


Ser 


Pro 


Pro 


Glu 


Ser 


Phe 


Ser 


Phe 


Phe 


Pro 


He 




50 










55 










60 










Ser 


Glu 


Gin 


His 


Pro 


Phe 


Thr 


Glu 


Thr 


Leu 


Ser 


Ala 


Tyr 


Leu 


Leu 


Arg 


65 










70 










75 










80 


Gin 


He 


Asp 


Thr 


Asn 


Phe 


Ala 


Ser 


Ser 


Gin 


Glu 


Arg 


Thr 


He 


Ala 


Gin 










85 










90 










95 




Tyr 


He 


Val 


Gly 


Asn 


Leu 


Ser 


Pro 


Glu 


Gly 


Leu 


Phe 


Leu 


Glu 


Asn 


Pro 








100 










105 










110 






Ser 


Leu 


Val 


Ala 


Ala 


Asp 


Leu 


Asn 


Val 


Ser 


Glu 


His 


Leu 


Phe 


His 


Lys 






115 










120 










125 








Val 


Trp 


Gin 


Arg 


He 


Gin 


Gin 


Leu 


His 


Pro 


Leu 


Gly 


Val 


Gly 


Ala 


Pro 




130 










135 










140 










Ser 


Leu 


Gin 


Ser 


Tyr 


Trp 


Val 


Ser 


Leu 


Leu 


Gin 


Thr 


Ser 


Pro 


His 


Lys 


145 










150 










155 










160 


Glu 


Ala 


Leu 


Ala 


He 


He 


Arg 


Asn 


His 


Phe 


Pro 


Arg 


Leu 


Ala 


Arg 


Cys 










165 










170 










175 




Asp 


Phe 


Thr 


Thr 


He 


Ala 


Arg 


Lys 


Met 


His 


Ala 


Thr 


Thr 


Thr 


Glu 


He 








180 










185 










190 






Leu 


Thr 


Phe 


Leu 


Arg 


His 


Ala 


Phe 


Ala 


Ser 


He 


Pro 


Trp 


Cys 


Pro 


Ala 






195 










200 










205 








Ala 


Gly 


Phe 


Ser 


Glu 


Thr 


Leu 


His 


Pro 


Pro 


Ala 


Pro 


Ala 


Leu 


Pro 


Asp 




210 










215 










220 










Ala 


Tyr 


Leu 


Ser 


Phe 


Ser 


Arg 


Asn 


Ser 


Ser 


Trp 


Asp 


Val 


Ser 


He 


Asn 


225 










230 










235 










240 


Lys 


Asp 


Cys 


Leu 


Pro 


Ser 


He 


Arg 


Leu 


Asn 


Asp 


Thr 


Val 


Leu 


Asp 


He 










245 










250 










255 




Tyr 


Pro 


Ser 


Leu 


Pro 


Arg 


Glu 


Glu 


Lys 


Asp 


His 


Leu 


Ser 


Gin 


Gin 


He 








260 










265 










270 






Arg 


Ala 


Ala 


Lys 


Gin 


Leu 


Leu 


Arg 


Asn 


Val 


Lys 


Lys 


Arg 


Glu 


Glu 


Thr 






275 










280 










285 








Leu 


Leu 


Ala 


He 


Leu 


Arg 


Val 


Leu 


He 


Pro 


Tyr 


Gin 


Glu 


Glu 


Phe 


Leu 




290 










295 










300 











1548 



Leu Lys Lys Arg Thr 
305 

Arg Glu Leu Ser Leu 
325 

Lys Thr Leu Ala Thr 
340 

Pro Gin Ala Val Gly 
355 

His Trp lie His Gin 
370 

Ala Ala lie Ser Gin 
385 

Arg Thr Val Ala Lys 
405 

Gin Arg Lys His Leu 
420 

Ser Arg His Thr lie 
435 



Ser Pro Lys Ala Phe 
310 

His Glu Ala Thr Val 
330 

Pro Val Gly Leu Leu 
345 

Ser Cys Pro Asp Gin 
360 

Trp lie Ser Thr Glu 
375 

Lys lie lie Glu Lys 
390 

Tyr Arg Ser Gin Leu 
410 

Cys Ser Val Leu Thr 
425 



Ser Val Lys Gin lie Ala 
315 320 
Cys Arg Ala lie Asp Asn 
335 

Pro Met Arg Ser Leu Phe 
350 

Ser Lys Ala Thr lie Leu 
365 

Lys His Pro Leu Ser Asp 
380 

Gly lie Pro Cys Ala Arg 
395 400 
Asn lie Pro Pro Ala His 
415 

Thr Thr Arg Thr Glu Asn 
430 



(2) INFORMATIONS POUR LA SEQ ID NO: 841: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 512 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement (824359 825894 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 841: 



Ala Xaa Leu Arg 
1 

Gin Phe Thr lie 
20 

Leu Asp Ser Lys 
35 

Tyr Gin Glu Gin 
50 

Leu Phe Leu Thr 
65 

Tyr Ala Asn His 

Asn His Ala Gin 
100 

Asn lie Phe Val 
115 

Gly Ala Asn lie 
130 

Ala Leu Val Val 
145 

Leu Glu Ala Ala 

Lys Thr Leu Arg 
180 

Thr Gly Lys Asn 



Lys Leu Asn Leu 
5 

Ser Gin Ala Lys 

Glu Tyr Pro Asp 
40 

Leu Arg Ala Ala 
55 

Glu Lys Leu Leu 
70 

Trp Lys Ala Leu 
85 

Tyr Leu lie Ala 

Val Gly Asp Pro 
120 

Ser Asn lie Leu 
135 

Arg Leu Glu Glu 
150 

Asn Ala Leu lie 
165 

Ser Val Lys Gly 
Asp Arg Asp Glu 



Asp Lys Lys Leu 
10 

Asn Arg Leu Gin 
25 

Pro Thr Arg Thr 

Asn Ala Leu Asp 
60 

Arg lie Pro Glu 
75 

Leu lie Asp Glu 
90 

Lys Arg Leu Ala 
105 

Asp Gin Ser lie 

Asn Phe Glu Gin 
140 

Asn Tyr Arg Ser 
155 

Gin Asn Asn Ser 
170 

Pro Gly Asp Lys 
185 

Ala Glu Gin Val 



Cys Asn Ala Met 
15 

Ser Pro Glu Asp 
30 

Val Tyr Ala Glu 
45 

Phe Asp Asp Leu 

Val Gin Gin Glu 
80 

Tyr Gin Asp Thr 
95 

Ala Ala His Asn 
110 

Tyr Ser Trp Arg 
125 

Asp Tyr Ser Gin 

Cys Gly Thr lie 
160 

Ala Arg Leu Glu 
175 

lie Phe Cys Phe 
190 

Leu Glu Glu lie 



1549 







195 










200 










205 








Ser 


Asn 


Leu 


His 


Ser 


Tyr 


Lys 


Asp 


He 


Pro 


Leu 


Ser 


Asp 


He 


Cys 


He 




210 










215 










220 










Leu 


Tyr 


Arg 


Thr 


Asn 


Phe 


Gin 


Ser 


Gin 


Ser 


Phe 


Glu 


Ala 


Ala 


Leu 


Leu 


225 










230 










235 










240 


Lys 


Arg 


Gly 


Tyr 


Pro 


Tyr 


Glu 


He 


He 


Gly 


Gly 


He 


Ser 


Phe 


Tyr 


Lys 










245 










250 










255 




Arg 


Arg 


Glu 


lie 


Gin 


Asp 


He 


Leu 


Ala 


Phe 


Leu 


Arg 


Leu 


Phe 


Ser 


Asn 








260 










265 










270 






Asn 


Tyr 


Asp 


Met 


Ala 


Ala 


Phe 


Glu 


Arg 


Thr 


He 


Ser 


Leu 


Lys 


Lys 


Cys 






275 










280 










285 








Gly 


lie 


Gly 


Ala 


Thr 


Thr 


Leu 


Ala 


Ala 


Leu 


Met 


Asn 


Tyr 


Ala 


Lys 


He 




290 










295 










300 










Thr 


Asp 


Leu 


Pro 


He 


Leu 


Gin 


Ala 


Cys 


Trp 


Asp 


Val 


Leu 


Glu 


Lys 


Lys 


305 










310 










315 










320 


Ser 


lie 


Arg 


Leu 


Thr 


Lys 


Lys 


Gin 


Gin 


Gin 


Gly 


Leu 


Phe 


Ser 


Tyr 


Leu 










325 










330 










335 




Thr 


His 


Phe 


His 


Gin 


Met 


Glu 


Gin 


Leu 


Tyr 


Gly 


Asn 


Cys 


Asp 


Leu 


His 








340 










345 










350 






Glu 


Phe 


lie 


Asn 


Glu 


Thr 


He 


Arg 


He 


Thr 


Asp 


Tyr 


Leu 


Ser 


He 


Leu 






355 










360 










365 








Lys 


Glu 


Asp 


Pro 


Glu 


Thr 


Tyr 


Glu 


Asp 


Arg 


Lys 


Asn 


Asn 


Leu 


Glu 


Gin 




370 










375 










380 










Leu 


Leu 


Ala 


Glu 


Thr 


Gin 


He 


Trp 


Gly 


Lys 


Ser 


Ser 


Glu 


Asn 


Leu 


Pro 


385 










390 










395 










400 


Gly 


Phe 


Leu 


Glu 


Asp 


Leu 


Ala 


Leu 


Lys 


Ser 


Ser 


Ala 


Asp 


Glu 


Thr 


Ala 










405 










410 










415 




Ser 


Ser 


His 


Asp 


Arg 


Leu 


Lys 


Leu 


Met 


Thr 


He 


His 


Asn 


Ser 


Lys 


Gly 








42 0 










425 










430 






Leu 


Glu 


Phe 


Pro 


Val 


Val 


Phe 


Leu 


Val 


Gly 


Leu 


Glu 


Glu 


Asn 


Leu 


Leu 






435 










440 










445 








Pro 


His 


Ala 


Asn 


Ser 


Lys 


Gly 


Met 


His 


Glu 


Asn 


He 


Glu 


Glu 


Glu 


Arg 




450 










455 










460 










Arg 


Leu 


Cys 


Tyr 


Val 


Gly 


He 


Thr 


Arg 


Ala 


Gin 


Glu 


Tyr 


Leu 


Tyr 


Leu 


465 










470 










475 










480 


Ser 


Arg 


Ala 


Lys 


Thr 


Arg 


Phe 


Leu 


Trp 


Gly 


Thr 


Glu 


Arg 


Thr 


Met 


Val 










485 










490 










495 




Pro 


Ser 


Arg 


Phe 


He 


Ser 


Glu 


Leu 


Pro 


Arg 


Ala 


Leu 


Leu 


Lys 


Phe 


Val 



500 505 510 



(2) INFORMATIONS POUR LA SEQ ID NO: 842: 

(i) CARACTERISTIQUES DE -LA SEQUENCE : 

(A) LONGUEUR: 127 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement < 82 587 9 82 62 59 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 842: 

Met Leu Thr Ser Glu Leu Asn Ala Ala Gin Val Thr Ala Val Thr Ala 
1 5 10 15 

Pro Leu Gin Pro Val Leu Val Leu Ala Gly Ala Gly Ala Gly Lys Thr 
20 25 30 



1550 



Arg Val Val Thr His Arg lie Leu His Leu lie Glu Glu Ser Arg Leu 

35 40 45 

Asp Pro Lys Gin lie Leu Ala lie Thr Phe Thr Asn Lys Ala Ala Asn 

50 55 60 

Glu Leu Lys Glu Arg lie Gin Ser Gin Cys Arg Glu Leu Gly Tyr Ser 
65 70 75 80 

Asp Val Pro Met Val Ser Thr Phe His Ser Leu Ser Val Tyr lie Leu 

85 90 95 

Arg Arg Ser lie His Leu Leu Asp Arg Gin Ser Asn Phe Val lie Tyr 

100 105 110 

Asp Gin Ser Asp Ser Xaa Lys Leu lie Lys Gin Xaa Tyr Ala Ser 
115 120 125 



(2) INFORMATIONS POUR LA SEQ ID NO: 843: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 22 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 82 634 0 .. 827 02 6 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 843: 



Met His Glu Ala 
1 

Gin Leu Lys Asp 
20 

Phe Leu Lys Ser 
35 

Asn lie Phe Ala 
50 

Val lie Leu Gly 
65 

Leu Ser Phe Ser 

Asn lie Phe Gin 
100 

Gly Cys Leu Gin 
115 

Val Leu Thr Val 
130 

Trp Glu Arg Phe 
145 

Thr His Val lie 

Asn Leu Leu Phe 
180 

His Pro Ser Pro 
195 

Phe Ser Lys lie 
210 

Asn Trp Lys lie 
225 



Phe Thr lie Glu 
5 

Glu Trp Ser Gin 

Glu Tyr Ala Gin 
40 

Ala Leu Arg Ser 
55 

Gin Asp Pro Tyr 
70 

Val Pro Arg Gly 
85 

Glu Leu His Thr 

Ala Trp Ala Asp 
120 

Arg Ala Gly Glu 
135 

Thr Asp Ala lie 
150 

Phe Val Leu Trp 
165 

Gin Thr Lys His 

Leu Ala Ala His 
200 

Asn Tyr Leu Leu 
215 

Glu 



Gin Leu Pro Pro 
10 

Pro Tyr Trp Ser 
25 

Ala Lys lie Tyr 

Thr Pro Phe Asp 
60 

His Gly Glu Gly 
75 

Gin Ala Leu Pro 
90 

Asp Leu Gly lie 
105 

Gin Gly Val Leu 

Ala Phe Ser His 
140 

Val Thr Lys Leu 
155 

Gly Asn Ala Ala 
170 

Gin His Ala Val 
185 

Arg Gly Phe Phe 

Lys Lys Gin Gly 
220 



Ser Trp Gin Glu 
15 

Gin Leu Leu Ala 
30 

Pro Lys Lys Glu 
45 

Gin Val Arg Val 

Gin Ala His Gly 
80 

Pro Ser Leu Arg 
95 

Arg Asn Glu Ser 
110 

Leu Leu Asn Thr 
125 

Ala Gly Arg Gly 

lie Gin Asn Arg 
160 

Arg Gin Lys Cys 
175 

Leu Ala Cys Pro 
190 

Gly Cys Cys His 
205 

Lys Thr Met lie 
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(2) INFORMATIONS POUR LA SEQ ID NO: 844: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 7 9 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 827 014 8272 50 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 844: 

Leu Glu Asp Arg Met lie Asp Gly lie Gin Thr Cys Ser Phe Ser Pro 

15 10 15 

Thr His Arg Leu Thr Ala Lys Ser Ala Val Ser lie Glu Met Pro Leu 

20 25 30 

Ala Thr Gin Asn Leu Gin Glu Gly Ala Leu Val Asn Ala Lys Leu Glu 

35 40 45 

Ala Asp Phe Ala Arg Ala Glu Gin lie Leu Thr Glu Met Gin Glu lie 

50 55 60 

Arg Ser Ser Leu Glu Arg Ser Leu Glu Thr Leu Phe Pro Arg Glu 
65 70 75 



(2) INFORMATIONS POUR LA SEQ ID NO: 845: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 09 ac'ides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 82723 0 827856 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 845: 



Met 


Lys 


He 


Leu 


He 


Ala 


Ser 


Ser 


His 


Gly 


Tyr 


Lys 


Val 


Arg 


Glu 


Thr 


1 








5 










10 










15 




Lys 


Ala 


Phe 


Leu 


Lys 


Lys 


Leu 


Gly 


GlU 


Phe 


Asp 


He 


Phe 


Ser 


Leu 


Val 








20 










25 










30 






Asp 


Tyr 


Pro 


Ser 


Tyr 


Gin 


Pro 


Pro 


Lys 


Glu 


Thr 


Gly 


Glu 


Thr 


Pro 


Glu 






35 










40 










45 








Glu 


Asn 


Ala 


He 


Gin 


Lys 


Gly 


Leu 


Phe 


Ala 


Ala 


Gin 


Thr 


Phe 


Arg 


Cys 




50 










55 










60 










Trp 


Thr 


He 


Ala 


Asp 


Asp 


Ser 


Met 


Leu 


He 


He 


Pro 


Ala 


Leu 


Gly 


Gly 


65 










70 










75 










80 


Leu 


Pro 


Gly 


Lys 


Leu 


Ser 


Ala 


Ser 


Phe 


Ala 


Gly 


Glu 


Gin 


Ala 


Asn 


Asp 










85 










90 










95 




Lys 


Asp 


His 


Arg 


Lys 


Lys 


Leu 


Leu 


Glu 


Asn 


Met 


Arg 


Leu 


Leu 


Glu 


Asn 








100 










105 










110 






Thr 


He 


Asp 


Arg 


Ser 


Ala 


Tyr 


Phe 


Glu 


Cys 


Cys 


Val 


Ala 


Leu 


He 


Ser 






115 










120 










125 








Pro 


Phe 


Gly 


Lys 


He 


Phe 


Lys 


Ala 


His 


Ala 


Ser 


Cys 


Glu 


Gly 


Thr 


He 




130 










135 










140 
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Ala Phe Glu Glu Arg 
145 

Val Lys His Asp Tyr 
165 

Lys Asn Gin Val Ser 
180 

Tyr Val Glu Thr Val 
195 

Leu 



Gly 


Ser 


Ser 


Gly 


Phe 


150 










Lys 


Gin 


Thr 


Tyr 


Ala 










170 


His 


Arg 


Ala 


Lys 


Ala 








185 




Leu 


Ala 


Asn 


His 


Leu 






200 







Gly Tyr Asp Pro Leu Phe 
155 160 
Glu Leu Pro Glu Ala lie 
175 

Leu Val Lys Leu Gin Pro 
190 

Leu Ala Gly Lys Glu Ser 
205 



(2) INFORMATIONS POUR LA SEQ ID NO: 846: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 42 3 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 828007 829275 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 846: 

Arg Lys lie Arg Phe Pro Leu Ser Lys Arg Asp Pro Lys Glu lie Met 

15 10 15 

Lys Thr lie Cys Lys Leu Val lie Leu Ala Leu Leu Phe Pro Asn Val 

20 25 30 

Ser Tyr Ala Leu Val Gin Val Gly Leu Glu Arg Leu Phe Gin Glu Glu 

35 40 45 

Lys Tyr Leu Glu Lys lie Arg Gly Lys Arg Val Ala Leu lie Ser His 

50 55 60 

Ser Ala Ala lie Asn Arg Gin Gly Glu His Ser Leu Cys Val Phe Asn 
65 70 75 80 

Lys His Lys Gly Val Cys Lys Leu Ser Ala Leu Cys Thr Leu Glu His 

85 90 95 

Gly Tyr Phe Gly Ala Ser lie Ala Glu Thr Pro Gly Tyr Asp Pro lie 

100 105 110 

Leu Glu Asp lie Pro Val lie Ser Leu Phe Ala Ser Lys Glu lie Pro 

115 120 125 

Ala Glu Val lie Glu Ala Cys Asp Val Phe Val Tyr Asp Val Gin Asp 

130 13 5 140 

lie Gly Val Arg Ser Tyr Ser Phe lie Ser Ala Leu Leu Gin Val Val 
145 150 155 160 

Lys Ala Ser Ala Ser Ser Lys Lys Glu Leu lie Val Leu Asp Arg Pro 

165 170 175 

Asn Pro Met Gly Gly Asn Leu Val Asp Gly Pro Leu Pro Asp Lys Glu 

180 . 185 190 

Ala Phe Pro Ala He Pro Tyr Cys Tyr Gly Met Thr Pro Gly Glu Leu 

195 200 205 

Ala Leu Leu Tyr Arg Ala Arg Tyr Ala Pro Lys Ala Ser Val Thr Val 

210 215 220 

Val Pro Met Arg Gly Trp Lys Arg Ser Met He Phe Ala Asp Thr Gly 
225 230 235 240 

Leu He Trp Val Pro Thr Ser Pro Gin He Pro Asp Ala Gin Ser Ala 

245 250 255 

Tyr Phe Tyr Ala Thr Thr Gly He He Gly Ala Leu Ser Val Thr Asn 
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260 










2 65 










Z / U 






He 


Gly 


He 


Gly 


Tyr 


Thr 


Leu 


Pro 


Phe 


Lys 


Val 


Leu 


Gly 


Ala 


Pro 


Trp 






275 










28 0 


















Met 


Asp 


Gly 


Cys 


Lys 


Val 


Ala 


Gin 


Glu 


Leu 


Asn 


Lys 


Ala 


Arg 


Leu 


Pro 




290 










295 




















Gly Val 


His 


Phe 


Leu 


Pro 


Phe 


Met 


Tyr 


Glu 


Pro 


Phe 


Phe 


Gly 


Lys 


Fne 


305 










310 










Jib 










o n 


Lys 


Met 


Glu 


Met 


Cys 


Ser 


Gly 


Val 


Leu 


Val 


val 


Leu 


Cain 


Asp 


Pro 


Lys 








325 










J J U 










JJ J 




Gin 


Phe 


Leu 


Pro 


Met 


Glu 


Thr 


Gin 


Ser 


Val 


lie 


Leu 


Gly 


val 


Leu 


Lys 








J4U 










j *± _> 










3 50 






Thr 


Leu 


Tyr 


Pro 


Lys 


Glu 


Val 


Glu 


Gin 


Ala 


Phe 


Leu 


Leu 


Leu 


Asp 


Arg 






355 










360 










365 








Leu 


Val 


Pro 


Arg 


Arg 


Lys 


Ala 


He 


Gin 


Asn 


Leu 


Leu 


Gly 


His 


Ser 


Glu 




370 










375 










380 










Phe 


Leu 


Asn 


Val 


Cys 


Leu 


His 


Lys 


Lys 


Tyr 


He 


Thr 


Trp 


Pro 


Leu 


Arg 


385 










390 










395 










400 


Thr 


Met 


Cys 


Ala 


Glu 


Gly 


Arg 


Lys 


Gin 


Phe 


He 


Glu 


Gin 


Arg 


Gin 


Pro 










405 










410 










415 




Phe 


Leu 


Leu 


Pro 


Glu 


Tyr 


Ala 





















420 



(2) INFORMATIONS POUR LA SEQ ID NO: 847: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

( A ) LONGUEUR : 53 3 ac ides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 82 9 3 55 .. 83 09 53 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 847: 



Gly 


Leu 


Ser 


Asn 


Ser 


Phe 


Arg 


Asp 


Gin 


Glu 


Gin 


Gly 


Leu 


Gin 


Ala 


Val 


1 








5 










10 










15 




Leu 


Arg 


Ala 


Ala 
20 


Arg 


Val 


He 


Ser 


His 
25 


Met 


Phe 


Ser 


Gin 


Thr 
30 


He 


Gly 


Pro 


Tyr 


Gly 


Phe 


Ser 


Thr 


He 


Val 


His 


Asn 


Val 


Gin 


Asp 


Thr 


Arg 


Thr 




35 










40 










45 








Thr 


Gin 
50 


Asp 


Ser 


Gin 


Ser 


Met 
55 


Leu 


Lys 


Asp 


He 


Leu 
60 


Phe 


Pro 


Asp 


Val 


Phe 


Glu 


Asn 


He 


Gly 


Met 


Lys 


Leu 


He 


Arg 


Asp 


Thr 


Ala 


Leu 


Gly 


Thr 


65 










70 










75 










80 


Arg 


Met 


Arg 


Phe 


Gly 
85 


Asp 


Gly 


Ala 


Lys 


Thr 
90 


Thr 


Ala 


Leu 


Leu 


He 
95 


Glu 


Ala 


Leu 


Leu 


Ala 
100 


Glu 


Gly 


Met 


Thr 


Gly 
105 


He 


Gin 


Lys 


Gly 


Leu 
110 


Asp 


Pro 


His 


Glu 


He 
115 


His 


Arg 


Gly 


Met 


Leu 
120 


Leu 


Ala 


Glu 


Lys 


Lys 
125 


He 


Gin 


Glu 


Val 


Phe 
130 


Tyr 


Arg 


Glu 


Thr 


Phe 
135 


Pro 


Leu 


Ser 


Asp 


Leu 
140 


Glu 


His 


Thr 


Val 


Tyr 


Val 


Ser 


Ser 


He 


Ala 


Arg 


Arg 


Phe 


Asn 


Ser 


Glu 


He 


Ala 


Ser 


Val 


145 










150 










155 










160 


Leu 


Ser 


Ser 


Ala 


Val 
165 


Gly 


Tyr 


Gly 


Gly 


Lys 
170 


Asn 


Gly 


Tyr 


Tyr 


He 
175 


Val 
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Glu Glu His Glu Glu Ser Glu Thr Tyr Trp His Ala Glu Glu His Ala 

180 185 190 

Val Trp Asp Phe Gly Tyr Ala Ser Pro Tyr Phe lie Thr His Ala Glu 

195 200 205 

Thr Gly Thr Val Glu Tyr Ser Gin Val Tyr lie Leu Val Ser Glu His 

210 215 220 

Pro Leu His Tyr Ser Asn Pro Ser Phe Leu Thr Phe Leu Gin Ser Val 
225 230 235 240 

Val Gin Ala Gly Lys Thr Pro Leu Val lie Val Ala Glu Ala Phe Asp 

245 250 255 

Lys Glu Leu Leu Ala Met Leu Glu Met Asn Gin lie Glu Arg Val Phe 

260 265 270 

Pro Val Cys Ala Val Lys Val Ser Gly Lys His Ala Arg Glu Ser Leu 

275 280 285 

Glu Asp lie Ala Val Leu Thr Gly Ala Thr Leu Leu Pro Glu Met Asp 

290 295 300 

Phe Glu Asp Ser Glu Glu Glu Arg lie Ala Asn Arg Leu Gly Phe Val 
305 310 315 320 

Ala Gly lie Cys Val Ser Ser Thr Ser Leu Cys Val Pro Arg Glu Thr 

325 330 335 

Asp Asn Lys Gin Arg Val Ala Glu His Cys Ala Phe Leu Gin Asp Lys 

340 345 350 

Leu Ser Phe His Arg Lys Lys Ser Ser Ala Arg Leu Arg Arg Arg Leu 

355 360 365 

Ala Arg Leu Ser Thr Gly Glu Val Cys lie His lie Ala Ala Asp Cys 

370 375 380 

lie Pro Gin Glu Glu lie Gly Tyr lie Thr Ser Ser lie Arg Ala Met 
385 390 395 400 

Thr Glu Ser Leu Arg Ser Gly Cys Leu Pro Gly Gly Gly Cys Ala Phe 

405 410 415 

lie Arg Ala Ala Arg Glu lie Ser Val Pro Leu Ala Leu Ser Pro Ser 

420 425 430 

Glu Arg Phe Gly Phe Leu Ala Val Leu Ser Ala Ala Glu Lys Pro Phe 

435 440 445 

Arg Ala lie Val Thr Arg Ser Gly Arg Val Glu Glu Glu Val Phe Ser 

450 455 460 

Glu Val Phe Ser Gin Ala Asp Trp Arg Val Gly Phe Asn Gly Val Ser 
465 470 475 480 

Gly Phe Val Glu Asp lie Val Ser Gin Gly lie Cys Asp Gly Ala Ser 

485 490 495 

Cys lie Gin His Ala Leu Ser His Ala Val Gly Thr Thr Gly Leu Leu 

500 505 510 

Leu Thr Ser Ala Leu Phe lie Ala Ser Gin Glu Pro Met Leu Arg Glu 

515 - 520 525 

Glu Asn Ser Glu Glu 
530 



(2) INFORMATIONS POUR LA SEQ ID NO: 848: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 210 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 83 1119 .. 83 1748 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 848: 



Val 


Gin 


lie 


Leu 


Ser 


Gly 


Ala 


Leu 


Phe 


Leu 


Ser 


Arg 


Arg 


Ser 


Thr 


Met 


1 








5 










10 










15 




Gly 


Ser 


Leu 


Val 


Gly 


Arg 


Gin 


Ala 


Pro 


Asp 


Phe 


Ser 


Gly 


Lys 


Ala 


Val 








20 










25 










3 0 






Val 


Cys 


Gly 


Glu 


Glu 


Lys 


Glu 


He 


Ser 


Leu 


Ala 


Asp 


Phe 


Arg 


Gly 


Lys 






35 










40 










45 








Tyr 


Val 


Val 


Leu 


Phe 


Phe 


Tyr 


Pro 


Lys 


Asp 


Phe 


Thr 


Tyr 


Val 


Cys 


Pro 




50 










55 










60 










Thr 


Glu 


Leu 


His 


Ala 


Phe 


Gin 


Asp 


Arg 


Leu 


Val 


Asp 


Phe 


Glu 


Glu 


His 


65 










70 










75 










80 


Gly 


Ala 


Val 


Val 


Leu 


Gly 


Cys 


Ser 


Val 


Asp 


Asp 


He 


Glu 


Thr 


His 


Ser 










85 










90 










95 




Arg 


Trp 


Leu 


Thr 


Val 


Ala 


Arg 


Asp 


Ala 


Gly 


Gly 


He 


Glu 


Gly 


Thr 


Glu 








100 










105 










110 






Tyr 


Pro 


Leu 


Leu 


Ala 


Asp 


Pro 


Ser 


Phe 


Lys 


He 


Ser 


Glu 


Ala 


Phe 


Gly 






115 










120 










125 








Val 


Leu 


Asn 


Pro 


Glu 


Gly 


Ser 


Leu 


Ala 


Leu 


Arg 


Ala 


Thr 


Phe 


Leu 


He 




130 










135 










140 










Asp 


Lys 


His 


Gly 


Val 


He 


Arg 


His 


Ala 


Val 


He 


Asn 


Asp 


Leu 


Pro 


Leu 


145 










150 










155 










160 


Gly 


Arg 


Ser 


lie 


Asp 


Glu 


Glu 


Leu 


Arg 


He 


Leu 


Asp 


Ser 


Leu 


He 


Phe 










165 










170 










175 




Phe 


Glu 


Asn 


His 


Gly 


Met 


Val 


Cys 


Pro 


Ala 


Asn 


Trp 


Arg 


Ser 


Gly 


Glu 








180 










185 










190 






Arg 


Gly 


Met 


Val 


Pro 


Ser 


Glu 


Glu 


Gly 


Leu 


Lys 


Glu 


Tyr 


Phe 


Gin 


Thr 






195 










200 










205 









Met Asp 
210 



(2) INFORMATIONS POUR LA SEQ ID NO: 849: 

<i) CARACTER I STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 4 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE -GENOME : complement ( 83 17 51 83 2 152 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 849: 



Leu 


Ala 


Cys 


Gly 


Met 


Lys 


Phe 


Thr 


Val 


Ala 


Val 


Phe 


Gly 


Glu 


Ala 


Glu 


1 








5 










10 










15 




Glu 


Gly 


Ser 


Phe 
20 


Glu 


Ser 


Ala 


Tyr 


Leu 
25 


Cys 


Ser 


Ser 


Leu 


Thr 
30 


Asp 


Leu 


His 


Asn 


Asn 
35 


Leu 


Gly 


His 


Gly 


Arg 
40 


Asp 


Ser 


Pro 


Ser 


Gly 
45 


He 


Ser 


Leu 


Ala 


Val 
50 


Gin 


Ala 


He 


Met 


Gin 
55 


Gly 


Tyr 


Asp 


He 


Leu 
60 


Phe 


Phe 


Arg 


Val 


Lys 


Glu 


Glu 


Gly 


Phe 


Phe 


He 


Asp 


Ser 


Tyr 


Phe 


Phe 


Gly 


Leu 


His 


Phe 


65 










70 










75 










80 


Leu 


Asn 


Thr 


Gin 


Thr 
85 


Ser 


Leu 


Thr 


Asn 


He 
90 


Val 


Ala 


Leu 


Ala 


Leu 
95 


Pro 
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Gly Val Gly Asp Phe Asn lie lie Glu Ala Ser Leu Ala Leu Cys Arg 

100 105 110 

Lys Leu Lys Ser Leu Leu Leu Phe Ser Asp Gin Asp Leu Tyr Asp Phe 

115 120 125 

Leu Thr Phe Lys Asp Ala 
130 



(2) INFORMATIONS POUR LA SEQ ID NO: 850: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 177 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 8322 14 832744 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 850: 



Ser 


Ala 


Val 


Phe 


Ala 


Gly 


Tyr 


Ser 


Ser 


Arg 


Ser 


Arg 


Arg 


Thr 


Ser 


Ser 


1 








5 










10 










15 




Arg 


Leu 


His 


Ala 


His 


His 


Asn 


Glu 


Leu 


Ala 


Met 


He 


Ser 


Glu 


Arg 


Leu 








20 










25 










30 






Asp 


Glu 


Gin 


Asp 


Thr 


Lys 


Leu 


Gin 


Gin 


Leu 


Ser 


Ser 


Thr 


Gin 


Asp 


His 






35 










40 










45 








Asn 


Leu 


Pro 


Arg 


Gin 


Val 


Gin 


Arg 


Leu 


Glu 


Thr 


Asp 


Gin 


Lys 


Ala 


Leu 




50 










55 










60 










Ala 


Lys 


Thr 


Leu 


Ala 


He 


Leu 


Ser 


Gin 


Ser 


Val 


Gin 


Asp 


He 


Arg 


Ser 


65 










70 










75 










80 


Ser 


Val 


Gin 


Asn 


Lys 


Leu 


Gin 


Glu 


He 


Gin 


Gin 


Glu 


Gin 


Lys 


Lys 


Leu 










85 










90 










95 




Ala 


Gin 


Asn 


Leu 


Arg 


Ala 


Leu 


Arg 


Asn 


Ser 


Leu 


Gin 


Ala 


Leu 


Val 


Asp 








100 










105 










110 






Gly 


Ser 


Ser 


Pro 


Glu 


Asn 


Tyr, 


He 


Asp 


Phe 


Leu 


Ala 


Gly 


Glu 


Thr 


Pro 






115 










120 










125 








Glu 


His 


He 


His 


He 


Val 


Lys 


Gin 


Gly 


Glu 


Thr 


Leu 


Ser 


Lys 


He 


Ala 




130 










135 










140 










Ser 


Lys 


Tyr 


Asn 


He 


Pro 


Val 


Val 


Glu 


Leu 


Lys 


Lys 


Leu 


Asn 


Lys 


Leu 


145 










150 










155 










160 


Asn 


Ser 


Asp 


Thr 


He 


Phe 


Thr 


Asp 


Gin 


Arg 


He 


Arg 


Leu 


Pro 


Lys 


Lys 










165 










170 










175 





Lys 



(2) INFORMATIONS POUR LA SEQ ID NO: 851: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 214 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire ■ 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 832805 .. 83344 6 ) 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 851: 



Glu 


Asn 


Cys 


T*\7T* 

±yx 


.f\i y 


Tip 


irp 


Arg 


Ls X. Li 


ifll 


irne 


Pro 


jyieu 


Leu 


Gly 


Ser 


1 


















1 U 










15 




He 


Cor 


Pho 

IT lit: 


1111 


1111 


xyr 


Lys 




Asn 


Leu 


r*i e c 


Arg 


Lys 


Thr 


lie 


Phe 








o n 
u 










A b 










J 0 








A 1 Pi 

J. C*. 


1 lit! 


1 i. 


Leu 


Leu 


Pho 


Ser 


Leu 


Leu 


rne 


Leu 


Ser 


Ser 


Cys 


Ser 
































xyr 


XT X. <-> 


V_ V o 


Arg 


Asp 


lrp 


JLU 


Cys 


MIS 


Lr±y 


Cys 


Asp 


Ser 


Ala 


Arg 


Pro 




D u 










b b 










D (J 












Lys 


SG1T 


Ser 


Phn 




ir iifcr 


Val 


Pro 


riie 


Tyr 


Ser 


Asp 


Glu 


Glu 


He 


D D 










/ u 










/ b 










80 


Pin 


\j ill 


7V "1 

-filcl 




Val 


fin 


Asp 




Asp 


Ser 


Lys 


1U 


CjIU 


Gin 


Leu 


Tyr 










o b 










y u 










95 




Lys 






Jt\XcX 


L^m 


Ser 


inr 


Ser 


Phe 


Arg 


Asn 


lie 


Thr 


Phe 


Ala 


Thr 








inn 

1UU 










1 Ub 










110 






Asp 


Ser 


xyr 


Ser 


Tin 
X 1 c 






L? J. LI 


Asp 


Asn 


Leu 


inr 


lie 


Leu 


Ala 


Ser 






115 










120 










125 








Leu 


Val 


Arg 


His 


Leu 


His 


Lys 


Ser 


Pro 


Lys 


Ala 


Thr 


Leu 


Tyr 


He 


Glu 




130 










135 










140 










Gly 


His 


Thr 


Asp 


Glu 


Arg 


Gly 


Ala 


Ala 


Ala 


Tyr 


Asn 


Leu 


Ala 


Leu 


Gly 


145 










150 










155 










160 


Ala 


Arg 


Arg 


Ala 


Asn 


Ala 


Val 


Lys 


Gin 


Tyr 


Leu 


He 


Lys 


Gin 


Gly 


He 










165 










170 










175 




Ala 


Ala 


Asp 


Arg 


Leu 


Phe 


Thr 


He 


Ser 


Tyr 


Gly 


Lys 


Glu 


His 


Pro 


Val 








180 










185 










190 






His 


Pro 


Gly 


His 


Asn 


Glu 


Leu 


Ala 


Trp 


Gin 


Gin 


Asn 


Arg 


Arg 


Thr 


Glu 






195 










200 










205 








Phe 


Lys 


He 


His 


Ala 


Arg 























210 



(2) INFORMATIONS POUR LA SEQ ID NO: 852: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 145 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE J3ENOME : complement { 8333 68 .. 833 802 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 852: 



Pro 


Asp 


Gly 


Thr 


Arg 


Leii 


Val 


Phe 


Val 


Ser 


Asn 


Lys 


Asp 


Gly 


Thr 


Pro 


1 








5 










10 










15 




Arg 


He 


Tyr 


Gin 
20 


Met 


Gin 


He 


Ser 


Pro 
25 


Glu 


Gin 


His 


Ser 


Pro 
30 


Arg 


Leu 


Leu 


Thr 


Lys 
35 


Lys 


Tyr 


Arg 


Asn 


Ser 
40 


Ser 


Cys 


Pro 


Thr 


Trp 
45 


Ser 


Pro 


Asp 


Gly 


Lys 
50 


Lys 


He 


Ala 


Phe 


Cys 
55 


Ser 


Val 


He 


Lys 


Gly 
60 


Val 


Arg 


Gin 


He 


Cys 


Val 


Tyr 


Asp 


Leu 


Ala 


Ser 


Gly 


Arg 


Asp 


Glu 


Gin 


Leu 


Thr 


Thr 


Ser 


65 










70 










75 










80 


Thr 


Glu 


His 


Lys 


Glu 
85 


Ser 


Pro 


Ser 


Trp 


Ala 
90 


Ala 


Asp 


Ser 


Asn 


His 
95 


Leu 
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Val Tyr Ser Ala Gly Ser Ser Asn 
100 

Leu lie Thr Lys Lys Ser Arg Lys 
115 120 
Arg Phe Pro Cys Trp Gly Ala Phe 
130 135 

Ser 
145 



Thr Ser Glu Leu Phe Leu Leu Ser 
105 110 
lie Val lie Gly Ser Gly Glu Lys 
125 

Pro Ser Gin His lie Lys Lys Thr 
140 



(2) INFORMATIONS POUR LA SEQ ID NO: 853: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 267 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement (833879 .. 834679 ) 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 853: 

Thr Ala Gly Lys Phe Cys Leu Met Lys Gly Ser Val Val Phe Leu Arg 

15 10 15 

Ser Leu Leu Cys Leu Leu Cys Leu Leu Pro Ser Thr Leu His Cys Glu 

20 25 30 

Asp Leu Glu lie His Val Arg Ser Glu Ser Ser Leu Leu Pro lie Ala 

35 40 45 

Val Ser Leu Leu Ser Ser Pro Lys Asp Ser Arg Gin Ala Ser Tyr Leu 

50 55 60 

Ala Ser Leu Arg Asp Leu Phe Ala Arg Asp Leu Ala Leu Gly Asp Leu 
65 70 75 80 

Leu Ala Pro Thr Lys Glu Leu Ala Pro Gin Thr lie Phe lie Glu Ala 

85 90 95 

Ser Tyr Pro Glu Leu lie Phe Ser Leu Lys Lys Glu Gly Lys Gly Ser 

100 105 110 

Gin Lys lie Phe Ser Leu Glu Leu Ser Gly Asp Pro Ser Lys Asp His 

115 120 125 

Gin Ala lie His Glu Ala Ala Asp Arg lie His Phe Leu Leu Thr Arg 

130 135 140 

Val Pro Gly lie Ser Ser Gly Lys lie lie Phe Ser Leu Cys Ala Thr 
145 150 _ 155 160 

Asn Ser Ser Thr Glu Leu Lys Gin Gly Glu Leu Trp Ser Val Asp Tyr 

165 170 175 

Asp Gly Gin His Leu Tyr Pro Leu Thr Asn Glu His Ser Leu Ser Val 

180 185 190 

Thr Pro Thr Trp Met His lie Ser His lie Pro Ala Tyr Met Tyr Val 

195 200 205 

Ser Tyr Lys Leu Gly Val Pro Lys lie Phe Leu Asn Thr Leu Asn Gin 

210 215 220 

Pro Ala Gly Lys Lys Ser Leu Leu Cys Lys Gly lie Ser Leu Cys Arg 
225 230 235 240 

Leu Ser Leu Leu Lys Leu Asn Ser Ser Pro Leu Phe Leu lie Glu Thr 

245 250 255 

Ala lie Leu lie Phe Leu Tyr Asn His Ser His 
260 265 
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(2) INFORMATIONS POUR LA SEQ ID NO: 854: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 64 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement ( 834 6 61 .. 83 5452 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 854: 



Tyr 


Ser 


Phe 


Gin 


Thr 


Val 


Ser 


Arg 


Asp 


Gin 


He 


Asp 


Tyr 


Arg 


Arg 


Ser 


1 








5 










10 










15 




Arg 


lie 


Ser 


Gly 


Thr 


Ser 


Tyr 


Cys 


Phe 


Glu 


Glu 


Leu 


Thr 


Met 


Pro 


Lys 








20 










25 










30 






Phe 


Gin 


Tyr 


Ala 


Pro 


Phe 


Leu 


Cys 


Ala 


Ser 


He 


He 


He 


His 


He 


Ala 






3 5 










40 










45 








Leu 


Gly 


Gly 


Met 


Leu 


Phe 


Phe 


Ser 


Ala 


Pro 


Gin 


Lys 


Lys 


Lys 


Pro 


Arg 




50 










55 










60 










Leu 


Ser 


Pro 


Phe 


Lys 


Glu 


Arg 


He 


Val 


Ala 


Leu 


Pro 


Pro 


Glu 


Pro 


Lys 


65 










70 










75 










80 


He 


Thr 


Thr 


Thr 


Leu 


Gin 


Thr 


Pro 


Ser 


Pro 


Gin 


Pro 


He 


Arg 


Lys 


Pro 










85 










90 










95 




Val 


Lys 


Asn 


Ala 


Pro 


Ala 


Pro 


Glu 


Lys 


Lys 


Ala 


Ala 


Lys 


Pro 


Pro 


Ala 








100 










105 










110 






He 


Ser 


Asn 


Pro 


Gin 


Lys 


Ser 


Pro 


Gin 


Lys 


Pro 


Asn 


Lys 


Ala 


Ser 


Pro 






115 










120 










125 








Thr 


Pro 


Arg 


Asn 


Glu 


Thr 


Leu 


Glu 


Lys 


Lys 


Gin 


Ala 


Thr 


Leu 


Lys 


Lys 




130 










135 










140 










Leu 


Ala 


Gin 


Leu 


Ala 


Asn 


Gin 


Leu 


Ala 


Glu 


Glu 


Ala 


Glu 


Thr 


Gin 


Glu 


145 










150 










155 










160 


Ser 


His 


He 


Ala 


Gin 


Phe 


Ser 


Trp 


Pro 


Ala 


Gin 


Ala 


Gin 


Val 


Leu 


Thr 










165 










170 










175 




Glu 


Asn 


Thr 


Ser 


Tyr 


Gin 


Gin 


Asp 


Ala 


Phe 


Cys 


Ala 


Leu 


Phe 


Gin 


Gin 








180 










185 










190 






Tyr 


Val 


Ser 


Leu 


Pro 


Phe 


Pro 


Gly 


Glu 


Val 


Arg 


Leu 


Lys 


Leu 


Glu 


Phe 






195 










200 










205 








Ser 


Arg 


Glu 


Gly 


Ala 


Leu 


Leu 


His 


Cys 


Ser 


He 


Leu 


Ser 


Thr 


He 


Ser 




210 










215 










220 










His 


Ala 


Asp 


Lys 


Gin 


His 


He 


Leu 


Asn 


Gin 


He 


Gin 


Lys 


He 


Pro 


Phe 


225 










230 










235 










240 


Gin 


Ser 


Phe 


Phe 


Ser 


Ala 


Tyr 


Lys 


Thr 


Ser 


Lys 


Asn 


He 


Val 


Phe 


His 










245 










250 










255 




lie 


Arg 


Leu 


Gin 


Gly 


Asn 


Ser 


Ala 



















260 



(2) INFORMATIONS POUR LA SEQ ID NO: 855: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME : complement ( 83 53 7 1 83 577 8 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 855: 

Leu Met Lys Arg Phe Val Tyr Glu Asp Leu Glu Glu Asp Pro Ser Val 

15 10 15 

Asn Leu Thr Pro Leu lie Asp lie Val Phe Val lie Leu Met Ala Phe 

20 25 30 

Met lie Ala Met Pro Leu lie Lys lie Asp Arg lie Ser Leu Ala Thr 

35 40 45 

Gly Ser Ser Ser His Gin Ala Phe Lys Lys Gin Glu Ser Gin Gin Ala 

50 55 60 

Glu lie Lys Val Phe Arg Asn His Thr lie Thr Leu Asn Asp Leu Pro 
65 70 75 80 

Val Ser Leu Gin Glu Leu Arg Ser Gin Leu Thr Val lie His Ala Gin 

85 90 95 

His Pro Asn lie Val Pro Leu Leu Leu Gin Asp Gly Asp Thr Ala Phe 

100 105 110 

Lys Leu Tyr Gin Glu lie Lys Ser Thr lie Glu Glu Ala Gly Phe Gin 

115 120 125 

Glu Leu His lie Ala Leu Lys Asn 
130 135 



(2) INFORMATIONS POUR LA SEQ ID NO : 85 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 23 6 acides amines • 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DAJNS Lj 

(Xi) DESCRIPTION DE LA 

Val Tyr Val Leu Met Phe 
1 5 
Phe Gin Glu Ala Asp Leu 
20 

Ala Leu Ser lie Cys Thr 
35 

Gin Lys Lys Phe Leu Lys 
50 

Lys Asn Arg His Ser Pro 
65 70 
Pro Phe Thr Asp Leu Tyr 
85 

Leu Asp Lys Asn Arg Gin 
100 

Val Glu Asp lie Gin Ser 
115 

Lys Tyr Arg Ala Leu Leu 
130 

lie Ser Leu Ala Pro Phe 



: GENOME: complement 

SEQUENCE: SEQ ID NO 

Gin Leu Val Asn Asn 
10 

Phe Gly Lys Val lie 
25 

Trp Thr Val Leu His 
40 

Ser Gly Lys Ser Leu 
55 

Leu Ser Leu Asp lie 
75 

Phe Thr lie Lys Arg 
90 

Leu Ala Pro Glu Arg 
105 

Leu Glu Thr Leu Phe 
120 

Asn Lys Asn Asn Phe 
135 

Leu Gly Leu Leu Gly 



835775 . .836482) 
856 : 

Pro lie lie Gin Ser 
15 

Phe Phe Ser Leu Phe 
30 

Gin Lys Leu Ser lie 
45 

Lys Glu Phe Leu lie 
60 

His Pro Glu Ser Thr 
80 

Gly Thr Leu Glu Leu 
95 

Thr Pro Leu Leu Ser 
110 

Asn Ala Val Met Pro 
125 

lie Pro Ala Thr Thr 
140 

Thr Val Trp Gly lie 
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145 150 155 160 

Leu Leu Ala Phe Ala His lie Ser Thr Gly Gin Ala Asn Gly Thr lie 

165 170 175 

Met Met Glu Gly Leu Ala Thr Ala Leu Gly Thr Thr lie Val Gly Leu 

180 185 190 

Phe Val Ala lie Pro Ser Leu Val Gly Phe Asn Tyr Leu Arg Ala His 

195 200 205 

Ala Phe Gin Val Ser Leu Glu lie Glu Gin Thr Ala Phe Leu Leu Leu 

210 215 220 

Asn Ser lie Glu Val Lys Tyr Arg Gin Thr Ser Leu 
225 230 235 



(2) INFORMATIONS POUR LA SEQ ID NO: 857: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 221 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 83 6602 837264 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 857: 



Thr 


Gly 


Glu 


Ser 


Val 


Val 


Phe 


Met 


He 


Arg 


Gin 


Trp 


Tyr 


Gly 


Phe 


Phe 


1 








5 










10 










15 




Leu 


Cys 


Leu 


Leu 


Phe 


Ser 


Tyr 


Thr 


Ser 


Cys 


Phe 


Gly 


Val 


Glu 


Glu 


Asn 








20 










25 










30 






Ser 


Gly 


Arg 


Ala 


Thr 


Pro 


Thr 


Val 


Glu 


Leu 


Val 


Ser 


Glu 


Ser 


Glu 


Gin 






35 










40 










45 








Ala 


Val 


Glu 


Gly 


Glu 


Val 


Leu 


Arg 


He 


Gly 


Val 


Leu 


He 


Ala 


He 


Pro 




50 










55 










60 










Glu 


Gly 


Glu 


His 


He 


Tyr 


Trp 


Lys 


Asn 


Pro 


Gly 


Lys 


Leu 


Gly 


Met 


Pro 


65 










70 










75 










80 


Leu 


Arg 


He 


Ser 


Trp 


Asp 


Leu 


Pro 


Ser 


Gly 


Cys 


Arg 


Leu 


Leu 


Glu 


Glu 










85 










90 










95 




His 


Trp 


Pro 


Thr 


Pro 


GlU 


He 


Phe 


Glu 


Glu 


Asp 


Gly 


Val 


Val 


Tyr 


Phe 








100 










1-05 










110 






Gly 


Tyr 


Lys 


His 


Ser 


Thr 


Met 


Val 


Val 


Ala 


Asp 


He 


Arg 


Val 


Ser 


Lys 






115 










120 










125 








Glu 


He 


Glu 


Thr 


Arg 


Pro 


Leu 


Glu 


He 


Lys 


Ala 


Gin 


Val 


Glu 


Trp 


Leu 




130 










135 










140 










Ser 


Cys 


Gly 


Ala 


Ser 


Cys 


Leu 


Pro 


Gly 


Ser 


Ser 


Ser 


Arg 


Val 


Leu 


Val 


145 










150 










155 










160 


lie 


Pro 


He 


Asp 


Gin 


Gly 


Pro 


Leu 


He 


Pro 


Asn 


Ser 


Lys 


Glu 


Thr 


Phe 










165 










170 










175 




Thr 


Phe 


Ser 


Arg 


Ala 


Leu 


Ala 


Ala 


Gin 


Pro 


Arg 


Pro 


Leu 


Asp 


Ala 


Ala 








180 










185 










190 






He 


Lys 


He 


Ser 


Tyr 


Gin 


Pro 


Asp 


Gly 


Leu 


Asp 


Val 


Leu 


Val 


Pro 


Ala 






195 










200 










205 








Gly 


Glu 


Ser 


Gly 


Ser 


Gly 


Asn 


Pro 


Gly 


Met 


Val 


His 


Cys 









210 215 220 



(2) INFORMATIONS POUR LA SEQ ID NO: 858: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 497 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : 837209 83 869 9 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 858: 



Met Phe Leu Cys 
1 

Phe lie Ala Glu 
20 

Leu Glu Gin Ala 
35 

Asn Met Pro Lys 
50 

Asp Ala Gly Lys 
65 

Glu Gin Leu Ser 

Ala Phe lie Gly 
100 

Leu lie Thr Leu 
115 

His Ser Ser Ser 
130 

Val Ser Phe Trp 
145 

Gly Gin Asn lie 

Ala Val Leu lie 
180 

Val Phe Glu Met 
195 

Glu Glu Gly Gly 
210 

Phe Asn Gly Met 
225 

Phe Leu Gly Ser 

Gin Leu Ala lie 
260 

Leu Leu Phe Ala 
275 

Gly Pro Trp Met 
290 

Ala Thr Ala Thr 
305 

Thr Ala Val Thr 

Ala Trp lie Leu 
340 

Arg Leu Leu Ala 
355 

Val lie Thr Ser 



Gin Gin Gly Lys 
5 

Asn Thr Arg Asp 

Thr Thr Tyr lie 
40 

Gly Val Gly Leu 
55 

Val Val Ala Ser 
70 

Ala Leu Ser Trp 
85 

Gly lie Leu Leu 

Lys Val Phe Ser 
120 

Val lie Gly Gly 
135 

Gly Leu Ala Phe 
150 

Gly Trp Gly Phe 
165 

lie Val Phe Phe 

Gly Met lie Cys 
200 

Ala Ser Val Arg 
215 

Leu Thr Thr Leu 
230 

Val Phe Gly Leu 
245 

Phe Thr Ala lie 

Ser Phe Pro Lys 
280 

Ser Thr Phe Lys 
295 

Trp Leu lie Trp 
310 

lie Leu Leu Val 
325 

Gly Arg Trp Gly 

Ser Val Val Phe 
360 

lie Gly Val Arg 



Ala Asp Arg Ala 
10 

Phe Ala Tyr Ala 
25 

Trp Lys Leu Lys 

Ser Arg lie Leu 
60 

Tyr Gin Val Glu 
75 

Gly Phe Leu Ser 
90 

Asn lie Met Pro 
105 

Leu lie Lys Ser 

lie Trp Phe Thr 
140 

Cys Ala Phe Leu 
155 

Gin Leu Gin Glu 
170 

Leu Phe Ala Leu 
185 

Leu Ser Leu Gly 

Lys Asn Gin lie 
220 

Val Thr Thr Pro 
235 

Val Met Ala Val 
250 

Gly Leu Gly Met 
265 

Met Leu Ala lie 

Gin Leu Thr Gly 
300 

lie Phe Gly Val 
315 

Gly Leu Trp Leu 
330 

Thr Leu Val Ser 
345 

lie Phe Cys lie 
Tyr Phe Asp Glu 



Thr Gin Ala Trp 
15 

Gin Glu Val Pro 
3 0 

His Pro Glu Gly 
45 

lie Phe Lys Asp 

Xaa Asn Gin Val 
80 

lie Leu Leu Met 
95 

Cys Val Leu Pro 
110 

Ala Ala Asp His 
125 

Leu Gly Ala lie 

Leu Lys Val Leu 
160 

Pro Met Phe Val 
175 

Ser Ser Leu Gly 
190 

Glu Lys Leu Gin 
205 

Trp Gly Ala Phe 

Cys Thr Gly Pro 
240 

Ser Phe Val Lys 
255 

Ala Ser Pro Tyr 
270 

Leu Pro Lys Pro 
285 

Phe Met Leu Leu 

Glu Thr Ser Ala 
320 

Ala Ala Val Gly 
335 

Pro Arg Asn Gin 
350 

Leu Ser Ser Leu 
365 

Asn Val Pro Pro 
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370 

Ala His Ser Phe Asp 
385 

Leu Arg Glu Lys Gly 
405 

Cys Leu Thr Cys Gin 
420 

Ala Phe Ala Ala Lys 
435 

Lys Asp Pro Lys lie 
450 

Val Pro Ser Tyr Val 
465 

Leu Pro Glu Arg Leu 
485 

Gin 



375 

Trp Gin Ser Phe Ser 
390 

lie Pro Val Phe Val 
410 

Leu Asn Lys Pro Leu 
425 

Gly Val Val Thr Leu 
440 

Thr Glu Glu Leu Ala 
455 

Tyr Tyr Pro Ala Gly 
470 

Ser Gin Ser Ala Leu 
490 



380 

Pro Glu Lys Leu Ala Asp 
395 400 
Asn Phe Thr Ala Lys Trp 
415 

Leu His Ala Asn Met Gin 
430 

Glu Ala Asp Trp Thr Lys 
445 

Arg Leu Gly Arg Ala Ser 
460 

Asn Lys Ala Pro Leu lie 
475 480 
Glu Glu Met Val Phe Ser 
495 



(2) INFORMATIONS POUR LA SEQ ID NO: 859: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 272 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

{ i i i ) H YPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: 83 87 60 83 9 57 5 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 8 59: 

Leu Arg Lys lie Asp Tyr Glu Gly Ser Met Glu He Val Asp Ala His 

15 10 15 

Val His Leu Ser Ser Glu Glu Phe He Glu Asp Phe Gly Asp Val Val 

20 25 30 

Leu Arg Gly Lys Thr Ala Gly Val Thr Arg Val Val Asn Val Thr Thr 

35 40 45 

Thr Lys Ala Glu Leu Leu Arg Ser Phe Ala Tyr Ala Glu Ala Tyr Pro 

50 55 60 

Asp Trp Met Phe Tyr His Val Ala Gly Thr Pro Pro Gin Asp Ala Gin 
65 70 75 80 

Asp Asp He Glu Glu Asp Phe Gin Glu Phe Cys Arg Ala Ala Glu Asp 

85 90 95 

Gly Lys Leu Ala Ala He Gly Glu Val Gly Leu Asp Tyr Leu Phe Ala 

100 105 110 

Val Gin Ala Ser Glu Gin Glu Arg Gin Lys Glu Val Leu Cys Arg Tyr 

115 120 125 

Leu Gin Leu Ala Leu Gin His Glu Leu Pro Leu Val Val His Cys Arg 

130 135 140 

Gly Ala Phe Glu Asp Phe Phe His He Leu Asp His Val Tyr Arg Val 
145 150 155 160 

Asp Gin Arg Ala Lys Pro Gly Met Leu His Cys Phe Thr Gly Thr Tyr 

165 170 175 

Glu Glu Ala Thr Glu Leu Leu Ala Arg Asp Trp Tyr He Ser He Ser 

180 185 190 

Gly He Val Thr Phe Lys Asn Ala Lys Ser Leu Gin Asp Leu Val Glu 
195 200 205 
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Lys lie Pro Leu Glu 
210 

Ala Pro Thr Pro Leu 
225 

His Thr Leu Ala Arg 
245 

Leu Gin Asp Ala Val 
260 



Arg Leu Leu Val Glu 
215 

Arg Gly Lys Arg Asn 
230 

lie Ala Glu He Lys 
250 

Ser Thr Asn Val Gin 
265 



Thr Asp Ala Pro Tyr Leu 
220 

Glu Pro Ala Asn He Val 
235 240 
Gly He Ser Val Tyr Glu 
255 

Arg Trp Leu Arg Gly Ser 
270 



(2) INFORMATIONS POUR LA SEQ ID NO: 860: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 214 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 83 9 942 840583 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 8 60: 

Leu Phe Arg Leu Val Phe He Pro Ser Ser Asp Leu Ala He Phe Phe 

1 5 10 15 

Glu Gly Glu Arg He Phe Ser Leu Gin Met Glu Glu His Leu Arg Tyr 

20 25 30 

Gly Arg Asn Leu Ala Tyr Thr Leu Gin Arg Met Thr Ala Trp He Leu 

35 40 45 

Leu Ala Gly Leu Ala Phe His Val He Gin Phe Arg Phe Val Leu Tyr 

50 55 60 

Pro He Gin Val Thr He Gin Gly Lys Thr Phe Tyr Ala Val Ser Phe 
65 70 . 75 80 

Asp Ala Ala Arg Tyr Pro Ser Val Val Gin Gly Thr Thr Gly Phe Phe 

85 90 95 

lie Met Asn Val Pro Phe Ala Glu Gly Gly Pro Gin lie Thr Glu Gin 

100 105 110 

Phe Leu Gin Glu Lys Asp Arg Ala Leu Phe Ala Ser His Lys Ser Tyr 

115 120 125 

He Phe Thr Pro Glu Ala Arg Lys Ala Phe Leu Tyr Ala Val Arg Asn 

130 135 140 

Ala Leu Gly Ser Leu Trp Met Ala He Phe Tyr Thr Leu Phe Val He 
145 150 _ 155 160 

Ala Ala Val Phe His Gly Phe Asn Gly Val Trp Thr Phe Val Ser Arg 

165 . 170 175 

Trp Gly He He He Ser Ser Arg Tyr Leu Arg Leu Cys Gin He Leu 

180 185 190 

Cys Tyr Val Gly Met Cys Val Val Met Ala Met Gly He Ser Val He 

195 200 205 

Trp Asn Met Tyr Leu Leu 
210 



(2) INFORMATIONS POUR LA SEQ ID NO: 861: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 423 acides amines 

(B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 84 0445 84 17 13 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 861: 



Trp 


Ser 


Met 


Asp 


Val 


Cys 


Leu 


Ala 


Met 


Gly 


Asn 


His 


Tyr 


Leu 


Phe 


Pro 


1 








5 










10 










15 




Leu 


Ser 


Pro 


I le 


Met 


Ser 


Asp 


Leu 


Met 


Leu 


Arg 


Arg 


Asp 


Val 


Cys 


Cys 








20 










25 










30 






Asp 


Gly 


Tyr 


Gly 


Tyr 


Gin 


Arg 


Asn 


Leu 


Glu 


Tyr 


Val 


Phe 


Val 


Met 


Met 






35 










40 










45 








Asn 


Gin 


Arg 


Cys 


Arg 


Val 


He 


He 


He 


Gly 


Gly 


Gly 


Leu 


Ala 


Gly 


Leu 




50 










55 










60 










Ser 


Ala 


Ala 


Met 


Gin 


Leu 


Ala 


Asp 


Arg 


Gly 


He 


Leu 


Val 


Glu 


Leu 


Phe 


65 










70 










75 










80 


Ser 


Leu 


Thr 


Lys 


Val 


Lys 


Arg 


Ser 


His 


Ser 


Val 


Cys 


Ala 


Gin 


Gly 


Gly 










85 










90 










95 




lie 


Asn 


Ala 


Ala 


Leu 


Asn 


Leu 


Lys 


Gly 


Glu 


Asn 


Asp 


Ser 


Pro 


Tyr 


He 








100 










105 










110 






His 


Ala 


Tyr 


Asp 


Thr 


He 


Lys 


Gly 


Gly 


Asp 


Phe 


Leu 


Ala 


Asp 


Gin 


Pro 






115 










120 










125 








Pro 


Val 


Leu 


Glu 


Met 


Cys 


Leu 


Thr 


Ala 


Ser 


Arg 


He 


He 


His 


Met 


Leu 




130 










135 










140 










Asp 


Arg 


Phe 


Gly 


Cys 


Pro 


Phe 


Asn 


Arg 


Asp 


Ala 


Asp 


Gly 


Asn 


Leu 


Asp 


145 










150 










155 










160 


Val 


Arg 


Arg 


Phe 


Gly 


Gly 


Thr 


Leu 


Tyr 


His 


Arg 


Thr 


Val 


Phe 


Cys 


Gly 










165 










170 










175 




Ala 


Ser 


Thr 


Gly 


Gin 


Gin 


Leu 


Met 


Tyr 


Thr 


Met 


Asp 


Glu 


Gin 


Val 


Arg 








180 










185 










190 






Arg 


Arg 


Glu 


Trp 


Gin 


Gly 


Lys 


He 


He 


Lys 


Arg 


Glu 


Asn 


His 


Glu 


Phe 






195 










200 










205 








Val 


Arg 


Leu 


He 


Thr 


Asn 


Thr 


Glu 


Gly 


Arg 


Ala 


Cys 


Gly 


Val 


Val 


Val 




210 










215 










220 










Met 


Asn 


Leu 


Phe 


Asn 


His 


Arg 


Leu 


Glu 


Val 


He 


Gin 


Gly 


Asp 


Ala 


Val 


225 










230 










235 










240 


lie 


lie 


Ala 


Thr 


Gly 


Gly 


Leu 


Gly 


Val 


He 


Phe 


Gin 


Met 


Ser 


Thr 


Asn 










245 










250 










255 




Ser 


Thr 


He 


Cys 


Thr 


Gly 


Ala 


Ala 


Asn 


Gly 


Arg 


Leu 


Phe 


Met 


Gin 


Gly 








260 










265 










270 






Met 


His 


Tyr 


Ala 


Asn 


Pro 


GlU 


Phe 


He 


Gin 


He 


His 


Pro 


Thr 


Ala 


He 






275 










280 










285 








Pro 


Gly 


Leu 


Asp 


Lys 


Leu 


Arg 


Leu 


He 


Ser 


Glu 


Ser 


Val 


Arg 


Gly 


Glu 




290 










295 










300 










Gly 


Gly 


Arg 


Val 


Trp 


Val 


Pro 


Arg 


Cys 


Ser 


Ser 


Lys 


Thr 


He 


He 


Phe 


305 










310 










315 










320 


Pro 


Asp 


Gly 


Ser 


Arg 


Arg 


Pro 


Cys 


Gly 


Glu 


Thr 


Gly 


Lys 


Pro 


Trp 


Tyr 










325 










330 










335 




Phe 


Leu 


Glu 


Glu 


Met 


Tyr 


Pro 


Ala 


Tyr 


Gly 


Asn 


Leu 


Val 


Ser 


Arg 


Asp 








340 










345 










350 






Val 


Gly 


Ala 


Arg 


Ala 


He 


Leu 


Gin 


Val 


Cys 


Glu 


Ala 


Gly 


Leu 


Gly 


He 






355 










360 










365 








Asp 


Gly 


Arg 


His 


Glu 


Val 


Phe 


Leu 


Asp 


Val 


Thr 


His 


Leu 


Pro 


Val 


Glu 




370 










375 










380 










Thr 


Leu 


Asn 


Lys 


Leu 


Glu 


Ala 


Val 


Leu 


Asp 


He 


Tyr 


His 


Lys 


Phe 


Thr 


385 










390 










395 










400 



1566 



Gly Glu Asp Pro Lys Lys Val Pro Met Arg lie Phe Leu Arg Cys Thr 

405 410 415 

lie Leu Trp Glu Ala Pro Gly 
420 



(2) INFORMATIONS POUR LA SEQ ID NO: 8 62: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 67 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 841659 842459 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 862: 



Lys 


Ser 


Pro 




Ala 


His 


Phe 


Ser 


Ala 


Val 


His 


TVr 


Ser 


Met 


Gly 


Gly 


1 








5 










10 










15 








Val 


Asp 




Pro 


Ala 


Ser 


Asp 


Asp 


Arcr 


Asp 


Arcr 


Asp 


Ser 


Arg 








20 










25 










30 






Tyr 


Arg 


His 


Met 


Thr 


Asn 


He 


Pro 


Gly 


Cys 


Phe 


Asn 


Cys 


Gly Glu 


Ser 






35 










40 










45 








Asp 


Phe 


Gin 


Tyr 


His 


Gly 


Ala 


Asn 


Arg 


Leu 


Gly 


Ala 


Asn 


Ser 


Leu 


Leu 




50 










55 










60 










Ala 


Cys 


Leu 


Tyr 


Ala 


Gly 


Leu 


Val 


Ala 


Gly 


Asp 


Glu 


Ala 


Ala 


Arg 


Phe 


65 










70 










75 










80 


Val 


Glu 


Ser 


Phe 


Gly 


Ser 


Cys 


He 


Tyr 


Ser 


Gin 


Gin 


Asp 


Leu 


Asn 


Gin 










85 










90 










95 




Ala 


Leu 


Gin 


Gin 


Glu 


Gin 


Glu 


He 


Ser 


Arg 


Glu 


He 


Leu 


Ser 


Arg 


Gin 








100 










105 










110 






Gly 


Gly 


Glu 


Asn 


Ala 


Phe 


Ala 


Leu 


His 


Glu 


Glu 


He 


Ala 


Arg 


Val 


Met 






115 










120 










125 








Val 


Ser 


Asn 


Val 


Thr 


Val 


Lys 


Arg 


Glu 


Asn 


Lys 


Ala 


Leu 


Glu 


Glu 


Thr 




130 










135 










140 










Leu 


His 


Lys 


Leu 


Lys 


Glu 


Phe 


Arg 


Glu 


Arg 


He 


Lys 


Lys 


Val 


Ser 


Val 


145 










150 










155 










160 


His 


Asp 


Ser 


Ser 


Arg 


Phe 


Ala 


Asn 


Lys 


Thr 


Phe 


His 


Phe 


Val 


Arg 


Gin 










165 










170 










175 




Met 


Glu 


Pro 


Met 


Leu 


Glu 


Leu 


Ala 


Leu 


Ala 


He 


Thr 


Thr 


Gly 


Ala 


Leu 








180 










185 










190 






Leu 


Arg 


Asn 


Glu 


Phe 


Arg 


Gly 


Ser 


His 


Tyr 


Lys 


Pro 


Glu 


Phe 


Ser 


Lys 






195 










200 










205 








Arg 


Asp 


Asp 


Val 


Asn 


Trp 


Leu 


Lys 


Thr 


Thr 


He 


Ala 


Thr 


Tyr 


Ser 


Val 




210 










215 










220 










Asp 


Glu 


Pro 


Glu 


He 


Ser 


Tyr 


Lys 


Lys 


Val 


Asp 


Thr 


Arg 


His 


Val 


Asn 


225 










230 










235 










240 


Pro 


Glu 


Leu 


Arg 


Asp 


Tyr 


Thr 


Arg 


Gin 


Gly 


Ala 


Lys 


Asp 


Val 


Val 


Leu 










245 










250 










255 




Glu 


Asn 


He 


Pro 


Ala 


Asn 


He 


His 


Phe 


Pro 


He 













260 265 

(2) INFORMATIONS POUR LA SEQ ID NO: 863: 
(i) CARACTERI STIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 182 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

{ i ii ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 842 523 843 0 68 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 863: 



Tyr 


Trp 


Glu 


Ser 


Phe 


Glu 


Leu 


Glu 


Leu 


His 


Pro 


Gly 


Glu 


Asn 


Val 


He 


1 








5 










10 










15 




Ser 


Ala 


Leu 


Met 
20 


Glu 


He 


Glu 


Lys 


Asn 
25 


Pro 


Val 


Asn 


He 


His 
30 


Gly 


Glu 


Arg 


Val 


Asp 
35 


Pro 


Val 


Val 


Trp 


Glu 
40 


Gin 


Ala 


Cys 


Leu 


Glu 
45 


Glu 


Val 


Cys 


Gly 


Ser 
50 


Cys 


Ala 


Val 


Leu 


Val 
55 


Asn 


Gly 


He 


Pro 


Arg 
60 


Gin 


Ala 


Cys 


Thr 


Ala 


Leu 


He 


His 


Glu 


His 


Met 


Asp 


Ala 


Lys 


Arg 


Glu 


He 


Lys 


Leu 


Ala 


65 










70 










75 










80 


Pro 


Leu 


Ser 


Lys 


Phe 
85 


Pro 


Leu 


Val 


Arg 


Asp 
90 


Leu 


He 


Val 


Asp 


Arg 
95 


Ser 


Val 


Met 


Phe 


Lys 
100 


Asn 


Leu 


Glu 


Glu 


He 
105 


Gin 


Gly 


Trp 


He 


Ser 
110 


Ala 


Glu 


Lys 


Cys 


Gly 
115 


Glu 


Gly 


Ala 


Gly 


Pro 
120 


Lys 


He 


Ser 


Gin 


Glu 
125 


Glu 


Gin 


Thr 


Leu 


Met 
130 


Tyr 


Ser 


Leu 


Ser 


Met 
135 


Cys 


Met 


Thr 


Cys 


Gly 
140 


Cys 


Cys 


Thr 


Glu 


Ala 


Cys 


Pro 


Gin 


Val 


Asn 


Glu 


Lys 


Ser 


Asp 


Phe 


Met 


Gly 


Pro 


Ala 


Ala 


145 










150 










155 










160 


He 


Gly 


Lys 


Arg 


Val 
165 


He 


Leu 


Thr 


Leu 


He 
170 


Leu 


Glu 


Arg 


Asn 


Val 
175 


Glu 


Arg 


Val 


Gly 


Tyr 
180 


Glu 


His 























(2) INFORMATIONS POUR LA SEQ ID NO : 8 64: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 155 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 843 03 1 843 4 9 5 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 864: 

Leu Ala Asn Phe Leu Ala He Ala Arg Phe Phe Phe Ala Lys Ala Thr 

15 10 15 

Leu Leu Tyr Val Val Lys Ser Cys Arg Phe Ser Pro His Lys Thr Ser 

20 25 30 

Ser Ser Lys Glu Ala Phe Ser Leu Leu Ala Lys Glu Ser Asn Thr Glu 

35 40 45 

Thr Ser Lys Arg Asp Met Thr Lys Lys Gly Val Phe Ser Leu Pro Leu 
50 55 60 



1568 



Pro Trp Asn Lys 
65 

Leu Gin Lys Thr 

Glu Asn Asn Ala 
100 

Glu Met Leu Ser 
115 

Leu Trp Ala Cys 
130 

Arg Asn Arg Leu 
145 



lie Ala Met Gin 
70 

Leu Cys Tyr Ser 
85 

Arg Lys Glu Lys 

Val Lys Gly Asn 
120 

Pro Asp Pro Ser 
135 

Ser Arg Arg Phe 
150 



Ser Ser Lys Leu 
75 

Ser Val Phe Phe 
90 

Arg Glu Thr Ser 
105 

Phe Leu Gly His 

lie Pro Arg Val 
140 

Ser Pro Gly 
155 



Lys Ser Pro His 
80 

Leu Asn Asn Glu 
95 

His Pro lie Ala 
110 

Thr Arg Thr Gin 
125 

Pro lie Asn Ala 



(2) INFORMATIONS POUR LA SEQ ID NO : 865: 

(i) C ARACTER I STI QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 98 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 843239.-846196 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 865: 

Gin Arg Val Phe Trp Arg Trp Gly Leu Leu Ser Phe Glu Asp Cys lie 

1 5 10 15 

Ala lie Leu Phe His Gly Lys Gly Arg Glu Lys Thr Pro Phe Phe Val 

20 25 30 

Met Ser Arg Leu Asp Val Ser Val Phe Asp Ser Leu Ala Asn Lys Glu 

35 40 45 

Lys Ala Ser Leu Leu Glu Glu Val Leu Cys Gly Glu Asn Leu Gin Asp 

50 55 60 

Phe Thr Thr Tyr Ser Lys Val Ala Leu Ala Lys Lys Asn Leu Ala lie 
65 70 75 80 

Ala Arg Lys Leu Ala Ser Tyr lie Leu Asn Glu Glu Gly Asp Leu Glu 

85 90 95 

Leu Ser Arg Val Val Glu Ser lie Gin Leu Leu Thr Lys Cys Leu Tyr 

100 105 110 

Pro Leu Gly Pro Tyr Arg Gin Gly Glu Gly Pro lie Arg Glu His Val 

115 - . 120 125 

Leu Lys Met Leu Glu Phe Leu Arg Asp Asp Gin Glu lie Lys Asn Arg 

130 135 140 

Phe Arg Arg Phe Phe Val Pro Ser Tyr Ala Arg Val Gin Asp Leu lie 
145 150 155 160 

Arg Asn Thr Leu Ala Leu Pro Ala Ser Glu Thr Val Thr Val Arg His 

165 170 175 

Val Arg Glu Ala Ala Leu Val Ala Leu Phe Thr Tyr Leu Arg Gin Asp 

180 185 190 

Val Gly Ser Cys Phe Ala Thr Ala Leu Ala lie Leu lie His Arg Glu 

195 200 205 

Tyr Pro Leu Leu Phe lie Arg Asp Leu Glu Asp Leu Leu Ser Ser Gly 

210 215 220 

Lys lie Ser Arg lie Val Gly Asp Arg Glu lie Ser Val Pro lie Asn 
225 230 235 240 

Leu Leu Pro Cys Val Gly Asp Leu Phe Lys Pro lie Cys Val Met Asp 
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Leu Tyr Pro Asn 
260 

Ala Ala Phe Val 
275 

Gly Glu Val Gin 
290 

Gin Asp lie His 
305 

Leu Leu His His 

Leu Gin Glu Gly 
340 

Ser Thr Asn Ser 
355 

Ala Lys Leu Gly 
370 

Trp Glu Tyr Thr 
385 

Thr Lys His Leu 

Gly Leu Arg Glu 
420 

Thr Gin Ala Phe 
435 

Ala Gin Leu Glu 
450 

Gin Asp Ser Gin 
465 

Leu Asn Gin Ala 

Lys Met lie Met 
500 

lie Pro Asn Tyr 
515 

Ser Gly Asn Tyr 
530 

Tyr Gly Arg Ser 
545 

Glu Phe lie His 

Leu Leu Ala Lys 
580 

Leu Leu His Arg 
595 

Ala Ala Met Glu 
610 

Gly lie Phe Gin 
625 

Val Ser Gly Gly 

Ser Lys Pro Leu 
660 

Leu Ala Ala Phe 
675 

Lys Asp Tyr Val 
690 

Ser His Val Phe 
705 



245 

Pro Val Ala Thr 

Ala Ser Gly lie 
280 

Thr Leu Leu Ala 
295 

Gly Lys lie Thr 
310 

Tyr Gin Leu Ser 
325 

Phe Arg Lys Glu 

Gin Arg Val Leu 
360 

Phe lie Arg Asp 
375 

Leu Ala Thr Leu 
390 

Gin lie Ala Leu 
405 

lie lie Arg Arg 

Ala Gly Gin Cys 
440 

Tyr Val Glu Ser 
455 

lie Leu Ala Met 
470 

Leu Gin Asp Trp 
485 

Leu Pro Asp Phe 

Phe Arg Ser Val 
520 

Gin Asp Val Pro 
535 

His Pro Asn Thr 
550 

Ala Leu Thr Glu 
565 

His Asn Val Ser 

lie Val Ser Ala 
600 

Arg lie Leu Lys 
615 

His Leu Asp Gin 
630 

Thr Val Thr Thr 
645 

Val Lys Leu Glu 

Phe Ala Asp Ala 
680 

Glu Asn Gly Asp 
695 

Ser Val Thr Ala 
710 



250 

Leu Ala Ala Ser 
265 

Phe Pro Thr Thr 

Asn Glu Phe lie 
300 

Ala His Asp Val 
315 

Leu Ser Thr Val 
330 

Arg Gly Asp Gly 
345 

Ser Tyr Leu Glu 

Thr Gin Asn Val 
380 

Ala Asp Ala Ser 
395 

Gly Trp Thr Ser 
410 

Phe Leu Ala Glu 
425 

Glu Glu Thr Tyr 

Arg Met Arg Asn 
460 

Asp His Val Arg 
475 

Asn Ala Ala Gin 
490 

Leu Leu Ser Phe 
505 

Tyr Asp Ala Phe 

Ala Gly Phe Arg 
540 

Trp Glu Pro lie 
555 

Phe Phe Thr Ser 
570 

Gly Leu Glu Lys 
585 

Leu His Glu Pro 

Ala Tyr Asn Cys 
620 

Val Thr His Thr 
635 

Leu Val Gly Asp 
650 

Lys Leu Pro Ala 
665 

Leu Lys Asp Leu 

His Ser Leu Leu 
700 

Gly Ala Pro Leu 
715 



255 

Ser Asp Leu Gin 
270 

Gly Asp lie Ala 
285 

Tyr Gin Lys Val 

lie Gin Asp Ser 
320 

Gin Ala Ser Val 
335 

Thr Val Leu Leu 
350 

Ser Tyr Glu Gin 
365 

Leu Leu Lys Ser 

Gin Thr Thr Thr 
400 

Asp Asp Glu Asp 
415 

Glu Val Ala Thr 
430 

Gin Glu Ala Lys 
445 

Pro lie Asn Lys 

Phe Arg Gin Glu 
480 

Glu Lys Leu Lys 
495 

Tyr Ser Arg Glu 
510 

lie Arg Glu Phe 
525 

lie Leu Phe Thr 

Tyr Ser lie Glu 
560 

lie Glu Gly Asp 
575 

Glu Thr Ser lie 
590 

Arg Phe Gin Glu 
605 

Pro lie Pro Gin 

Pro Trp Val Tyr 
640 

Tyr Phe Glu Asn 
655 

Asp Pro His Glu 
670 

Pro Glu Ala Val 
685 

Ala Ala Ala Pro 

Phe Arg Asp Ala 
720 
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irp 


i. 111. 


Asn 


Asp 


irp 




O t= JL 


±yr 


1 11 j. 


lip 


T .01 1 
IjcU 


A T*rr 
ai y 




v d 1 


lip 


T .01 1 










7 9 ^ 










73 0 










73 5 




Oci 


i_iy s 




Vj 111 


Asp 


Jr 1 its 


LlC Li 




Arg 


Thr 


Leu 


Phe 


Asp 


Lys 


Ser 


Ala 








74 0 










745 










7 50 






Tip 
11c 




Ala 


iriit= 


Tip 
lie 


Thr* 

J. ill. 


Arg 


JErllt= 


Cys 


Thr 


Arg 


iy 1 


iyr 


Leu 


Gin 


Glu 






755 










760 










7 65 










X 111. 


0 in 


A c; r"i 

£\Z* P 


J_i ter H 


Leu 


1 Y I 




Cys 


Asp 


Asp 


Leu 


Ser 


Leu 


Ser 


He 




77 n 










77 ^ 










7 80 












ri 1 I! 


it 1 it: 


iy 1 


Hill 

V3 1 Li 


ju jr ^> 


O c=l 


Oar 
O c 1_ 


Arg 


Phe 


Phe 


Gin 


Ser 


Thr* 
1 in 


Val 


His 












7 9 0 










795 










800 


Asp 


^ J- u. 


Lys 


VU.1 


V ex. 1 


Ala. 


1111 


T ,D1 1 


Gin 


ij_y 0 


ly 1 


Leu 


Ala 


OcrJL 


olll 


Phe 










805 










810 










815 




vdi 


nib 


Pin 


A 1 3 


XT X. vj 


<TKry" 


Val 


0 fc; JL 


V7 1 Li 


V_7 111 


V3 111 


T .01 1 

1_J t= Li 


lr JL \J 


Vj 111 


1 1 fcs 


Tip 

lie 








82 0 










825 










83 0 






ser 


Asp 


L6U 




Q q -v- 
Ocl 


■■or* 




Liiy 


He 


Ser 


Ser 


Arg 


I le 


Ser 


xyr 


Asp 






83 5 










840 










845 








pin 


T .01 1 


AT 3 


1111 


Leu 


Leu 


Glu 


Glu 


Asn 


Val 


Gly 


Lys 


His 


Ser 


Leu 


Leu 




ft ^ n 










855 










860 










0 fcr J. 




O fc: 1 


Asp 


L16U 


ai y 


mo 


i_lt=Li 


iyi 




Gly 


Leu 


Leu 


Met 


A 1 a 


vjf -L _y 


ft fiCi 
O O _) 










ft7 0 










87 5 










88 0 


iyr 


bin 


Arg 


v ct 1 


ryr 


n 1 0 


V3f 1 U 


V3lU 


A cr\ 
ao£J 


T .01 1 

JLltrLi 


Cor 


1 its L. 


A VfT 


Jul fc£ U 


Tip 
11c 


Ala 
Aid 










885 










890 










895 




Ala 




Arg 


nib 


Tyr 


C~\\r 
\j xy 


Leu 


A J. d 


±Y r 


Prn 

XT 1. L/ 


AT f\ 


r J. u 




JLicr U 


Irllti 


Gly 








900 










905 










910 






Asp 


Thr 


Asn 


Trp 


Ala 


Tyr 


Arg 


Tyr 


Phe 


Gly 


Phe 


He 


Xaa 


His 


Pro 


Gly 






915 










920 










925 








Thr 


Gin 


Glu 


Met 


Asp 


Leu 


Trp 


Glu 


Phe 


Asn 


Tyr 


Leu 


Gly 


Leu 


Val 


Gly 




930 










935 










940 










Arg 


Pro 


Ser 


GlU 


Asn 


Lys 


Glu 


Arg 


Trp 


Phe 


Ala 


Val 


Arg 


Asp 


Pro 


Trp 


945 










950 










955 










960 


Ala 


Leu 


Tyr 


Pro 


Glu 


Ser 


His 


Arg 


Leu 


Arg 


Asn 


Gly 


Pro 


Ser 


Thr 


Arg 










965 










970 










975 




Leu 


Ser 


Lys 


Trp 


lie 


Ala 


Glu 


Arg 


Phe 


Phe 















980 985 



(2) INFORMATIONS POUR LA SEQ ID NO: 86 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 112 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui - 



(viii) POSITION DANS LE GENOME: complement ( 843802 .. 844137 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 866: 

He Asn Ser Leu Ala Ser Ser Val Cys Thr Ser Pro Ala He Ser Pro 

15 10 15 

Val Val Gly Asn Met Pro Glu Ala Thr Asn Ala Ala Cys Lys Ser Asp 

20 25 30 

Glu Ala Ala Arg Val Ala Thr Gly Leu Gly Tyr Lys Ser He Thr Gin 

35 40 45 

He Gly Leu Asn Lys Ser Pro Thr His Gly Arg Arg Leu He Gly Thr 

50 55 60 

Glu He Ser Arg Ser Pro Thr He Arg Asp He Phe Pro Glu Asp Asn 
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65 70 75 80 

Lys Ser Ser Lys Ser Arg lie Asn Asn Asn Gly Tyr Ser Arg Trp He 

85 90 95 

Arg He Ala Asn Ala Val Ala Lys Gin Asp Pro Thr Ser Cys Arg Lys 
100 105 HO 



(2) INFORMATIONS POUR LA SEQ ID NO : 8 67: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 609 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 846217 .. 848043 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 867: 



Asn 


He 


Cys 


Phe 


Arg 


Cys 


Gly Met 


Arg 


Gin 


Thr 


Phe 


Thr 


Lys 


Arg 


He 


1 








5 










10 










15 




Leu 


Leu 


Phe 


Leu 


Phe 


Leu 


Val 


He 


Pro 


Ala 


Pro 


Leu 


Leu 


Leu 


Asn 


Leu 








20 










25 










30 






Val 


Val 


Leu 


Ser 


Phe 


Phe 


Ser 


Phe 


Ala 


Ala 


Val 


Lys 


Thr 


Thr 


He 


He 






35 










40 










45 








Gin 


Asp 


Leu 


His 


Thr 


Arg 


Thr 


Met 


Asn 


Phe 


Asn 


Leu 


Glu 


Leu 


Glu 


Lys 




50 










55 










60 










Lys 


He 


Ala 


He 


Gin 


Asn 


He 


Phe 


Leu 


Lys 


Arg 


Leu 


Ala 


Glu 


Thr 


Leu 


65 










70 










75 










80 


Ala 


Leu 


Lys 


Thr 


Leu 


Thr 


Thr 


Ser 


His 


Asp 


Phe 


Phe 


Thr 


Glu 


Ala 


Tyr 










85 










90 










95 




Ser 


Glu 


Met 


He 


Ala 


Leu 


Gly 


Asp 


Thr 


Asp 


Leu 


Ser 


Leu 


Cys 


Leu 


Leu 








100 










105 










110 






Ser 


Ser 


Ala 


Asn 


Asp 


Ser 


He 


Arg 


Thr 


Lys 


Asn 


Pro 


Arg 


Asp 


Pro 


Phe 






115 










120 










125 








Val 


Arg 


Tyr 


He 


Lys 


Ala 


His 


Pro 


Glu 


He 


Arg 


Asp 


Lys 


Leu 


He 


Gin 




130 










135 










140 










Asn 


Pro 


Gly 


Asn 


Ala 


Ser 


Leu 


He 


Ser 


He 


Ser 


Glu 


Arg 


Pro 


Asp 


Thr 


145 










150 










155 










160 


Glu 


Asp 


His 


Tyr 


Leu 


Val 


Phe 


Ala 


Glu 


Pro 


Leu 


Pro 


He 


Tyr 


Glu 


A sp 










165 










170 










175 




Pro 


Ser 


Leu 


Ala 


Gly 


Trp 


Val 


He 


Ala 


Phe 


Tyr 


Ser 


Met 


Gin 


Lys 


Leu 








180 










185 










190 






Arg 


Asn 


Tyr 


Leu 


Phe 


His 


Asn 


Lys 


Gin 


Ser 


Tyr 


Gin 


Asp 


Leu 


Leu 


Cys 






195 










200 










205 








Tyr 


Leu 


Asn 


His 


Lys 


Gly 


Glu 


Leu 


Leu 


Phe 


Ser 


Asp 


Ser 


Ser 


Pro 


Phe 




210 










215 










220 










Gin 


Asn 


Gly 


Ala 


Phe 


Ser 


Leu 


Ser 


Met 


Glu 


Gly 


Tyr 


Pro 


Ala 


Leu 


Ser 


225 










230 










235 










240 


Ser 


Glu 


Lys 


Ala 


Ser 


Tyr 


Pro 


Leu 


Glu 


Pro 


Ser 


Pro 


Glu 


Leu 


Phe 


Lys 










245 










250 










255 




Ala 


Lys 


Glu 


Leu 


Leu 


Lys 


Val 


Ser 


Asn 


Thr 


Arg 


Glu 


Asn 


Phe 


Leu 


Ser 








260 










265 










270 






Leu 


Phe 


He 


Ser 


Leu 


Ala 


Ala 


Tyr 


Thr 


Thr 


Tyr 


Pro 


Phe 


Ser 


Cys 


Ala 






275 










280 










285 








Asp 


Pro 


Ser 


He 


His 


Leu 


His 


Tyr 


Thr 


Ser 


Leu 


Arg 


Leu 


Pro 


He 


Asn 




290 










295 










300 
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val 


lie 


Leu 


Phe* 

Jr llfcr 


iy 1 


He 


Leu 


Ala 


Phe 


Ser 


Leu 


Met 




irp 


U= 1 

V d 1 


Leu 


J U J 










310 










315 










3 2 0 


Ser 


Cy s 


iiii 


Ser 


Lys 


Arg 


Leu 


Asn 


Arg 


Pro 


Leu 


Gin 


Glu 


Leu 


Ser 


Val 










325 










33 0 










33 5 




Ser 


Mc L. 


blU 


Q /-> y- 


AT a 

rtici 


1 


uy & 


vj iy 


A en 
no 1 1 


U-i c 

n 1 0 


Asn 


v d i 


1 y 


iyr 


Pin 

blU 


Jr 1 y 








3 40 










345 










3 50 






bin 


Pro 


ryr 


\j iy 


r PV/'T" 

iy 1 


Glu 


He 


Asn 


Glu 


Leu 


Gly 


Asn 


He 


Phe 


Asn 


Cys 






355 










360 










3 65 








1111 


LGU 




Leu 


Leu 


Leu 


Asn 


Val 


Lys 


Glu 


Lys 


Ala 


Glu 


He 


Glu 


Tvr 
iy 1 




j / \j 










375 










3 80 










Tl Q 

lie 


Car* 


0 1 Jr 


Asn 


Leu 


Leu 


Gin 


Lys 


Glu 


Leu 


Ala 


Leu 


Leu 


Ser 


Ser 


Leu 


ft s 










3 9 0 










395 










400 


Lys 


Asp 


1111 


l_i H 


Leu 


Cys 


Gin 


Ar 07 


Ser 


Asn 


Ser 


Leu 


Pro 


Gly 


Gly 


Thr 
1111 










4 05 










410 










415 




"Din a 


Ser 


JjGU 


Hi c: 


iy 1 


Leu 


Gin 


Gly 


Glu 


Gin 


Gin 


Thr 


Gly 


Tvr 
iy 1 


Phe 


iy 1 








/ion 

*dt j£ U 










42 5 










43 0 






b 1 y 


Trp 


veil 




1 ill 


IT 1 




j—»y & 


Sen 


rll y 




Pino 
it lit; 


0 iy 


v a 1 


Tip 
lie: 


vjiy 






/IOC 










A A 0 

f± f± u 










*± *± D 








lie 


Ala 


biy 


Asp 


Tl A 

lie 


vj» iy 


T .01 1 


IT 1 \J 




xyir 


T .01 1 


lyx: 


ala 

nla 


T .01 1 


Cnr 
0 fcrl 






/> cn 
•1 jU 










ft D D 










*± D \J 










Arg 


Ser 


Leu 


it lifer 


b6U 


Thr- 
ill 1 


iy 1 


Ala 


Cp-r 


Leu 


Gly 


iy 1 


Ser 


Leu 


Pro 


Ser 


A ^ 










47 0 










47 5 










48 0 


lie 


Cys 


nib 


Lys 


lili 


lie 


aj. y 


Ser 


Phe 


Asp 


Glu 


Thr 


Thr 


Val 


Gly 


Asn 










A ft ^ 










4 9 0 














Glu 


Ala 


ber 


Val 


Ser 


lie 


Ala 


Cys 


Leu 


blU 


Tyr 


Asp 


Leu 


Ser 


Ser 


Lys 








^ n n 










DUD 
















Ser 


Leu 


Ser* 


va.1 


Leu 


1 111 


bin 


b iy 


A "1 =» 
nla 


As n 


Pit - * 


Irl \J 


1 ill 


Leu 


£ 1 1 1= 


lie 






DID 










52 0 










525 








Lys 


Arg 


bin 


blU 


HIS 


Leu 


Leu 


inr 


lYlfcd U 


Ser 


1 1 1 

blU 


bin 


bin 


Arg 


Tl 0 

116 


r* 1 1 1 

blU. 




530 










53 5 










540 










Thr 


Gly 


Asp 


He 


Leu 


Val 


Cys 


Leu 


Thr 


Gly 


Gly 


Pro 


His 


He 


He 


Gin 


545 










550 










555 










560 


Tyr 


Leu 


Lys 


Thr 


Leu 


Pro 


He 


Glu 


Ala 


Leu 


Leu 


Lys 


Asp 


Pro 


Leu 


Ala 










565 










570 










575 




Pro 


Leu 


Asn 


Ser 


Lys 


Asn 


Phe 


Ala 


Glu 


Met 


Leu 


Thr 


Thr 


Met 


Leu 


Arg 








580 










585 










590 






Ser 


Lys 


Asn 


Gin 


Thr 


Gin 


He 


Asp 


Gly 


Ala 


Val 


Gly 


Phe 


Leu 


Ser 


Phe 






595 










600 










605 









He 



(2) INFORMATIONS POUR LA SEQ ID NO: 868: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 658 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

<iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement < 848150 .. 850123 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 868: 

Ala Pro Leu Gly Lys Lys Arg Glu Met Thr He Pro He His Glu Asn 

15 10 15 

Lys Tyr Ser Met He Ser Phe Thr Arg Thr He Gly Phe Arg Leu Trp 
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20 

Leu lie Cys Val 
35 

Gin Leu Asn Leu 
50 

Asp Leu Arg Glu 
65 

lie Pro Leu Asn 

Leu Asp Arg Gly 
100 

Met Glu Lys lie 
115 

Lys Glu Ala Asp 
130 

Gin Leu Gly Lys 
145 

Pro Phe Leu Ala 

Ala Val Leu Gin 
180 

Gly Val Leu Tyr 
195 

Leu Ala Ala Lys 
210 

Asn Gly lie lie 
225 

lie His Lys Thr 

Asp Asp lie Cys 
260 

Asp Pro Leu Pro 
275 

Thr Glu Met Trp 
290 

lie Leu Thr Tyr 
305 

Arg Thr Leu Leu 

He Thr Ala Phe 
340 

Leu Ala Thr Ala 
355 

Glu Pro Asp Ser 
370 

Asn Ser Met Val 
385 

Asn Phe Glu He 

Glu Ala Gin Gin 
420 

Thr Glu He Ala 
435 

Phe Phe Asp He 
450 

Leu He Val Ala 
465 

Ser Leu Phe Leu 



Ala Ala He Met 
40 

Gin Gin Tyr Lys 
55 

Asn Ala Leu Phe 
70 

He Asp He Leu 
85 

Val Pro Ala Glu 

Phe His Ser Thr 
120 

Gly Asn Phe Arg 
135 

Asn Tyr Asn Gin 
150 

Thr Leu Arg His 
165 

Thr Asn He Phe 

Thr Leu Ser Asp 
200 

Asp Pro Leu Ser 
215 

Leu Gin Ala Thr 
230 

Val Ser Lys Glu 
245 

Pro Pro His Leu 

Tyr Gly Glu Asn 
280 

Gly Tyr He His 
29 5 

Glu Glu Lys Ser 
310 

Tyr Phe Ala Tyr 
325 

Leu Val Ala Lys 

Met Met Glu Thr 
360 

Leu Gly Ehe Glu 

= 375 
Gin Ser Leu Ser 
390 

Lys Gin His Ala 
405 

Arg Leu Leu Pro 

Lys Ala Tyr He 
440 

Phe Val He Gly 
455 

Asp Ala Ser Gly 
470 

Lys Asn Met Leu 
485 



25 

Phe Pro Leu Gly 

Lys Thr Leu Ser 
60 

Lys Ala His Thr 
75 

Ala Leu Phe Ser 
90 

Pro Asp Leu Ala 
105 

Tyr Lys Glu He 

Val Val Ala Ser 
140 

Glu He Phe Leu 
155 

Ser Gly Ser Asp 
170 

Asp He Ser Ser 
185 

Thr Asn Tyr Leu 

Val Lys Thr Ala 
220 

Asp Ser Ser Leu 
235 

Gin Phe Cys Asp 
250 

Leu Leu Arg Pro 
265 

Phe Val Ser Phe 

Ser Leu Pro Glu 
300 

He He Phe Ala 
315 

Phe Cys Cys Val 
330 

Arg Leu Ser Lys 
345 

Arg Arg Asn Gin 

He Asn His Leu 
380 

Gin Gin Gin Ser 
395 

Gin Asn Ala Leu 
410 

Asn Gin Leu Pro 
425 

Pro Ala Val Thr 

Glu Gly Pro Gin 
460 

Lys Gly Val Asn 
475 

His Thr Phe Leu 
490 



30 

He Asn He Leu 
45 

Ser He Thr Ser 

Leu Gin Gin Thr 
80 

Glu He Phe Asp 
95 

Leu Ser Lys Glu 
110 

Ser Leu Val Lys 
125 

Ser Arg He Glu 

Ser Asp Ser Gin 
160 

Ser Gin Val Leu 
175 

Gin Glu Val Leu 
190 

Leu Asn Gly Leu 
205 

He Leu Ser Lys 

Asp Leu Val Ser 
240 

Val Phe Leu Arg 
255 

Pro Leu Asn Leu 
270 

Cys He Gly Asn 
285 

Met Asp Phe Arg 

Ser Leu Trp Arg 
320 

Leu Leu Gly Ser 
335 

Pro He Arg Lys 
350 

His His Pro Tyr 
365 

Gly Glu He Phe 

Leu Ala Glu Lys 
400 

Arg Leu Gly Glu 
415 

Asp Ser Ala Thr 
430 

Val Gly Gly Asp 
445 

Ala Lys Leu Phe 

Ala Cys Ala Tyr 
480 

Ser Glu Leu Ser 
495 
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Ser 


lie 


Gin 


Glu 


Ala 


Val 


Gin 


Gin 


Thr 


Ala 


Ala 


Leu 


Phe 


Tvr 


Gin 


Gin 








500 










505 










510 






Thr 


Ala 


Glu 


Ser 


Gly 


Met 


Phe 


Val 


Thr 


Leu 


Cys 


He 


Tyr 


Cys 


Tyr 


His 






515 










520 










525 








Tyr 


Ala 


Thr 


Arg 


Glu 


Leu 


Glu 


Tyr 


Tyr 


Ser 


Cys 


Gly 


His 


Asn 


Pro 


Ala 




530 










535 










540 










Cys 


Leu 


Arg 


Ala 


Pro 


Asn 


Gly 


Asp 


He 


Ser 


Phe 


Leu 


Ser 


His 


Pro 


Gly 


545 










550 










555 










560 


Met 


Ala 


Leu 


Gly 


Phe 


Leu 


Pro 


Glu 


Val 


Pro 


Pro 


His 


Pro 


Ala 


Tyr 


Thr 










565 










570 










575 




Leu 


Val 


Leu 


Glu 


Glu 


Glu 


Ser 


Leu 


Leu 


Val 


Leu 


Tvr 


Thr 


Asp 


Glv 


Val 








580 










585 










590 






Thr 


Glu 


Ala 


Ser 


Asn 


Lys 


His 


Gly 


Glu 


Met 


Phe 


Gly 


GlU 


Glu 


Arg 


Leu 






595 










600 










605 








Lys 


Ala 


Leu 


Val 


Ala 


Ser 


Leu 


Thr 


Lys 


Gin 


Ser 


Ala 


Glu 


Glu 


Ala 


He 




610 










615 










620 










Gin 


Ser 


lie 


Met 


Phe 


Ser 


lie 


Lys 


Ser 


Phe 


Val 


Lys 


Asp 


Cys 


Pro 


Gin 


625 










630 










635 










640 


His 


Asp 


Asp 


He 


Thr 


Leu 


Leu 


Val 


Leu 


Lys 


He 


Pro 


Lys 


Glu 


Pro 


Ser 










645 










650 










655 





Ala Tyr 



(2) INFORMATIONS POUR LA SEQ ID NO: 869: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 472 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : complement ( 8 5023 0 85 1 64 5 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 869: 



He 


Pro 


Arg 


Tyr 


Asp 


Pro 


Phe 


Leu 


Leu 


Arg 


Glu 


Ser 


Pro 


Ser 


Glu 


Pro 


1 








5 










10 










15 




Ser 


Leu 


Cys 


He 


Ala 


Val 


He 


His 


Ala 


His 


Arg 


Arg 


Lys 


Leu 


Asp 


Lys 








20 










25 










30 






Thr 


Ser 


Glu 


Leu 


Leu 


Ser 


Leu 


Thr 


Val 


Leu 


Asp 


Lys 


Asp 


Leu 


Val 


Met 






35 










40 










45 








Phe 


Asp 


Val 


Val 


He 


Ser 


Asp 


He 


Glu 


Ala 


Arg 


Glu 


He 


Leu 


Asp 


Ser 




50 










55 










60 










Arg 


Gly 


Tyr 


Pro 


Thr 


Leu 


Cys 


Val 


Lys 


Val 


He 


Thr 


Asn 


Thr 


Gly 


Thr 


65 










70 










75 










80 


Phe 


Gly 


Glu 


Ala 


Cys 


Val 


Pro 


Ser 


Gly 


Ala 


Ser 


Thr 


Gly 


He 


Lys 


Glu 










85 










90 










95 




Ala 


Leu 


Glu 


Leu 


Arg 


Asp 


Lys 


Asp 


Pro 


Lys 


Arg 


Tyr 


Gin 


Gly 


Lys 


Gly 








100 










105 










110 






Val 


Leu 


Gin 


Ala 


He 


Ser 


Asn 


Val 


Glu 


Lys 


Val 


Leu 


Val 


Pro 


Ala 


Leu 






115 










120 










125 








Gin 


Gly 


Phe 


Ser 


Val 


Phe 


Asp 


Gin 


He 


Thr 


Ala 


Asp 


Ala 


He 


Met 


He 




130 










135 










140 










Asp 


Ala 


Asp 


Gly 


Thr 


Pro 


Asn 


Lys 


Glu 


Lys 


Leu 


Gly 


Ala 


Asn 


Ala 


He 


145 










150 










155 










160 


Leu 


Gly 


Val 


Ser 


Leu 


Ala 


Phe 


Ser 


Lys 


Ser 


Cys 


Leu 


Gin 


He 


Leu 


Tyr 



1575 











165 










1/0 










1 / b 




Arg 


Asp 


Leu 


Leu 
180 


Tyr 


Arg 


Tyr 


Leu 


Gly 
185 


Gly 


Ser 


Pne 


Ser 


His 
i y u 


vai 


Leu 


Pro 


Cys 


Pro 


Met 


Met ' 


Asn 


Leu 


He 


Asn 


Gly 


Gly 


Met 


His 


Ala 


Thr 


Asn 




195 










200 










205 








Gly 


Leu 


Gin 


Phe 


Gin 


Glu 


Phe 


Met 


He 


Arg 


Pro 


lie 


Ser 


/via 


Pro 


o fcrX. 


210 










215 










220 










Leu 


Lys 


Glu 


Ala 


Val 


Arg 


Met 


Gly 


Ala 


Glu 


vai 


irne 


Asn 




Leu 


Lys 


225 








o *3 f\ 
23 0 










Z J D 










240 


Lys 


He 


Leu 


Gin 


Asn 


Arg 


Gin 


Leu 


Ala 


Thr 


tsiy 


vai 


\j j_y 


Asp 


pin 


^7 J- ^ 








245 










Z b U 










Z. _J J 




Gly 


Phe 


Ala 


Pro 


Asn 


Leu 


Ala 


Ser. 


Asn 


Ala 


Glu 


Ala 


Leu 


Asp 


Leu 


Leu 






260 










ZDJ 










97 0 






Leu 


Thr 


Ala 
275 


He 


Glu 


Thr 


Ala 


Gly 
280 


Pne 


Thr 


Pro 


Arg 


C* 1 \ l 
_L U. 

285 


Asp 


Tip 

J. J. t= 


ser 


Leu 


Ala 
290 


Leu 


Asp 


Cys 


Ala 


Ala 
295 


Ser 


Ser 


pne 


Tyr 


Asn 
300 


Thr 


yj x 11 


Asp 


i_j_y o 


Thr 


Tyr 


Asp 


Gly 


Lys 


Ser 


Tyr 


Ala 


Asp 


Cain 


Val 




Tin 

J. J. ti 


Leu 


Sin 


Glu 


305 








310 










TIC 

jib 










19 0 

J Z u 


Leu 


Cys 


Glu 


His 


Tyr 


Pro 


He 


Asp 


Ser 


Tin 

lie 


GlU 


Asp 


kj ±y 


Leu 


r\ -Let 


pin 








325 










~i O A 










J J J 




Glu 


Asp 


Phe 


Glu 


Gly 


Trp 


Lys 


Leu 


Leu 


Ser 


Glu 


Thr 


Leu 


Gly 


Asp 


Arg 






340 










3 45 










Ten 






Val 


Gin 


Leu 
355 


Val 


Gly 


Asp 


Asp 


Leu 
3 60 


Phe 


Val 


Thr 


Asn 


Ser 

"5 c c 
Job 


Ala 


Leu 


lie 


Ala 


Glu 
370 


Gly 


He 


Ala 


Gin 


Gly 
375 


Leu 


Ala 


Asn 


Ala 


val 

~i on 
joU 


Leu 


T 1 

lie 


Lys 


Pro 


Asn 


Gin 


He 


Gly 


Thr 


Leu 


Thr 


Glu 


Thr 


Ala 


pin 


t\±cL 


Tin 


Arg 


Leu 


Ala 


385 








3 9 0 










j y j 










40 0 


Thr 


He 


Gin 


Gly 


Tyr 


Ala 


Thr 


lie 


Leu 


Ser 


HIS 


Arg 


Cen- 


C 1 \r 
± y 


pin 










405 










410 










415 




Glu 


Asp 


Thr 


Thr 


He 


Ala 


Asp 


Leu 


Ala 


Val 


Ala 


Phe 


Asn 


Thr 


Gly 


Gin 






420 










425 










430 






lie 


Lys 


Thr 


Gly 


Ser 


Leu 


Ser 


Arg 


Ser 


Glu 


Arg 


He 


Ala 


Lys 


Tyr 


Asn 




435 










440 










445 








Arg 


Leu 


Met 


Ala 


He 


Glu 


Glu 


Glu 


Met 


Gly 


Pro 


GlU 


Ala 


Leu 


Phe 


Gin 


450 










455 










460 










Asp 


Ser 


Asn 


Pro 


Phe 


Ser 


Lys 


Ala 


















465 










470 























(2) INFORMATIONS POUR LA SEQ ID NO : 87 0: 

(i) CARACTERISTIQUES DE JjA SEQUENCE: 

(A) LONGUEUR: 67 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: complement ( 851669 853 69 6 ) 
<xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 87 0: 

Lys He Leu Thr Thr He His Cys Val Gly Gly Gly Val Leu Lys Gin 
15 10 15 

Gin Phe Val Leu His Ala Pro Phe Leu Pro Cys Gly Asp Gin Pro Glu 
20 25 30 
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Ala lie Arg Arg Leu Ser Gin Gly lie Thr Asp Gly Val Pro Ala Gin 

35 40 45 

Val Leu Leu Gly Thr Thr Gly Ser Gly Lys Thr Phe Thr Met Ala Asn 

50 55 60 

Val lie Ala Asn Val Asn Val Pro Thr Leu Val Leu Ala His Asn Lys 
65 70 75 80 

Thr Leu Ala Ala Gin Leu Tyr Gin Glu Phe Lys Ala Phe Phe Pro Glu 

85 90 95 

Asn Ala Val Glu Tyr Phe lie Ser Tyr Tyr Asp Tyr Tyr Gin Pro Glu 

100 105 110 

Ala Tyr lie Ala Arg Ser Asp Thr Tyr lie Glu Lys Ser Leu Leu lie 

115 120 125 

Asn Asp Glu lie Asp Lys Leu Arg Leu Ser Ala Thr Arg Ser lie Leu 

130 135 140 

Glu Arg Arg Asp Thr Leu lie Val Ser Ser lie Ser Cys lie Tyr Gly 
145 150 155 160 

lie Gly Ser Pro Asp Asn Tyr Ser Ser Met Ala Leu Thr Leu Glu Val 

165 170 175 

Gly Lys Glu Tyr Pro Arg Ser Gin Leu Ser Ser Gin Leu Val Arg Met 

180 185 190 

His Tyr Gin Ala Ser Ser Thr Pro Gin Arg Ser Ala Phe Arg Glu Arg 

195 200 205 

Gly Ser Val lie Asp lie Phe Leu Ala Tyr Glu Ser Asp Leu Ala Val 

210 215 220 

Arg Leu Glu Phe Met Asn Asp Thr Leu lie Ser lie Glu Tyr Val Asp 
225 230 235 240 

Pro Leu Thr Met lie Pro Ser His Thr Thr Ser Ser lie Thr Leu Tyr 

245 250 255 

Pro Gly Ser His Tyr Val Thr Pro Glu Ala Val Arg Glu Gin Ala lie 

260 265 270 

Arg Thr lie Arg Glu Glu Leu Glu Gin Arg Met Leu Phe Phe Glu Gly 

275 280 285 

Arg Pro Val Glu Gin Glu Arg Leu Phe Gin Arg Thr Thr His Asp lie 

290 295 300 

Glu Met lie Lys Glu lie Gly Phe Cys Lys Gly He Glu Asn Tyr Ser 
305 310 315 320 

Arg His Phe Thr Gly Ala Ala Pro Gly Glu Pro Pro Thr Cys Leu Leu 

325 330 335 

Asp Tyr Phe Pro Asp Asp Phe Leu Leu He He Asp Glu Ser His Gin 

340 345 350 

Thr Leu Pro Gin Leu Arg Ala Met Tyr Arg Gly Asp Gin Ser Arg Lys 

355 360 365 

Gin Ser Leu Val Glu Tyr Gly Phe Arg Leu Pro Ser Ala Phe Asp Asn 

370 175 380 

Arg Pro Leu Thr Tyr Glu Glu Ala Arg Arg Tyr Phe His Arg Val lie 
385 390 395 400 

Tyr Val Ser Ala Thr Pro Gly Asp Leu Glu He Gin Glu Ser Arg Gly 

405 410 415 

His He He Glu Gin He He Arg Pro Thr Gly He Pro Asp Leu Leu 

420 425 430 

Pro Glu He Arg Pro Ala Lys Gly Gin He Asp Asp Leu Leu Glu Glu 

435 440 445 

He Arg Gin Arg Leu Arg Lys Asp Gin Glu Lys He Leu Val He Ser 

450 455 460 

Val Thr Lys Lys Leu Ala Glu Asp He Ala Ala Phe Leu Ala Glu Leu 
465 470 475 480 

Gly He Ala Ala Ala Tyr Leu His Ser Gly He Glu Thr Ala Glu Arg 

485 490 495 

Thr Gin He Leu Thr Asp Leu Arg Leu Gly Asn He Asp Val Leu He 
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500 

Gly Val Asn Leu 
515 

Val Ala lie Leu 
530 

Ser Leu lie Gin 
545 

Val He Cys Tyr 

Lys Glu Thr Glu 
580 

His Lys He Thr 
595 

He Thr Lys Glu 
610 

Ser Lys Glu Leu 
625 

Gin Ala Ala Gin 

Leu Met Asn Ala 
660 

Glu Asn Gly Asp 
675 



Leu Arg Glu Gly 
520 

Asp Ala Asp Lys 
535 

Phe Cys Gly Arg 
550 

Ala Asp Arg He 
565 

Arg Arg Arg Lys 

Pro Gin Pro He 
600 

Ala Gly Gin Glu 
615 

Glu Ala Ser He 
630 

Glu Phe Gin Phe 
645 

Ala Lys Lys Gin 



505 



He 


Asp 


Leu 


Pro 


Glu 


Gly 


Phe 


Leu 








54 0 


TV 1 — > 

Ala 


Ala 


Arg 


Asn 






c c c 
bbb 




Thr 


Pro 


Ser 


MG C 




r "i n 

b / 0 






He 


Gin 


Leu 


Asp 


585 








He 


Lys 


Pro 


Phe 


Glu 


Thr 


Arg 


Leu 








620 


Lys 


Thr 


Tyr 


Glu 






635 




Asp 


Glu 


Ala 


Ala 




650 






Leu 


Leu 


Phe 


Gin 


665 









510 

Glu Val Ser Leu 
525 

Arg Ser Ser Ala 

He His Gly Lys 
560 

Asp His Met Leu 
575 

Tyr Asn Gin Gin 
590 

Leu Ala Asn Pro 
605 

Lys Met Gin Ser 

Glu Ala Met Tyr 
640 

Lys Tyr Arg Asp 
655 

Lys Gly Glu Glu 
670 



(2) INFORMATIONS POUR LA SEQ ID NO : 871: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 37 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 853700 .. 854 83 6 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 871: 

Gly Leu He Phe Arg Lys Asn Pro Glu Met Ser Cys He Asp Lys Leu 

1 5 10 15 

Arg He Lys Glu Lys Ala Arg Ser Glu Val Phe Ser Pro Arg Glu Ser 

20 25 30 

Thr Met Lys Lys Lys Arg Val Leu Thr Gly Asp Arg Pro Thr Gly Lys 

35 40 45 

Leu His Leu Gly His Trp He Gly Ser He Met Asn Arg Leu Gin Leu 

50 55 60 

Gin Asn Asp Ser Arg Tyr Asp Cys Phe Phe He He Ala Asp Leu His 
65 70 75 80 

Thr Leu Thr Thr Lys Thr Arg Lys Glu Glu Val Leu Gin He Asp Asn 

85 90 95 

His He Tyr Asp Val Leu Ala Asp Trp Leu Ser Val Gly He Asn Pro 

100 105 HO 

Glu Lys Ser Ala He Tyr Leu Gin Ser Ala He Pro Glu He Tyr Glu 

115 120 125 

Leu Asn Leu He Phe Ser Met Leu Thr Pro Leu Asn His He Met Gly 

130 135 140 

He Pro Ser He Lys Glu Met Ala Ser Asn Ala Ser Leu Asn Glu Glu 
145 150 155 160 
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Ser Leu Ser His Gly Leu lie Gly Tyr Pro Val Leu Gin Ser Ala Asp 

165 170 175 

lie Leu Leu Ala Lys Ala His Leu Val Pro Val Gly Lys Asp Asn Glu 

180 185 190 

Ala His Val Glu Leu Thr Arg Asp lie Ala Lys Thr Phe Asn Arg Leu 

195 200 205 

Tyr Gly Glu Val Phe Pro Glu Pro Asp lie Leu Gin Gly Glu Leu Thr 

210 215 220 

Ala Leu Val Gly Thr Asn Gly Gin Gly Lys Met Ser Lys Ser Ala Asn 
225 230 235 240 

Asn Ala lie Tyr Leu Ser Asp Asp Ala Lys Thr Val Gin Glu Lys lie 

245 250 255 

Arg Lys Leu Tyr Thr Asp Pro Asn Arg lie His Ala Thr Thr Pro Gly 

260 265 270 

Arg Val Glu Gly Asn Pro Leu Phe lie Tyr His Asp Leu Phe Asn Pro 

275 280 285 

His Lys Glu Glu Val Glu Glu Phe Lys Thr Arg Tyr. Arg Gin Gly Cys 

290 295 300 

lie Lys Asp Val Glu Val Lys Ala Arg Leu Ala Glu Glu lie Asn Leu 
305 310 315 320 

Phe Leu Asn Pro Phe Arg Glu Lys Arg Ser Glu Leu Val Ala Gin Pro 

325 330 335 

Lys Phe Leu Glu Glu Ala Leu Gin Gin Gly Thr Glu Lys Met Arg Thr 

340 345 350 

Val Ala Arg Glu Thr Met Glu Glu Val His Asp His Leu Gly Leu Ser 

355 360 365 

Arg Lys Trp Arg Thr lie Leu Ala Ser Ser Lys 
370 375 



(2) INFORMATIONS POUR LA SEQ ID NO : 872: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 202 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 854920 855525 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 872: 

Leu Lys Ser Tyr Lys Lys Leu Gin Leu Thr Phe Phe Leu Thr Leu Arg 

1 5 10 15 

Tyr Pro Val Met Thr Thr Lys Pro Lys Thr Leu Glu lie Asp Asn Asn 

20 25 30 

Thr Phe Leu Leu Leu Glu Gly Asn Leu Lys Arg lie Phe Ala Thr Pro 

35 40 45 

lie Gly Tyr Thr Thr Phe Arg Glu Phe Gin Asn Val Val Phe Asn Cys 

50 55 60 

Ala Gin Gly Gin Gin Glu Leu Ala Asn Phe Leu Phe Glu Met Leu lie 
65 70 75 80 

Asn Gly Lys Leu Leu Gin Glu Leu Pro Ala Gly Gin Lys Gin Ser Ala 

85 90 95 

Gin Ser Leu lie Val Gin Phe Met Met Pro lie Arg Val Ala Lys Asp 

100 105 110 

lie His Glu Arg Gly Glu Phe lie Asn Phe lie Thr Ser Asp Met Leu 
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115 










120 










125 








Ala 


Gin 
130 


Gin 


Glu 


Arg 


Cys 


Val 
135 


Phe 


Leu 


Asn 


Arg 


Leu 
140 


Cor 


<a J- y 


Val 


Asp 


Gly 


Gin 


Glu 


Phe 


Leu 


Leu 


Met 


Thr 


Asp 


Val 


Gin 


Asn 


Thr 


Cys 


His 


Leu 


145 










150 










155 










160 


lie 


Arg 


His 


Leu 


Leu 


Ser 


Arg 


Leu 


Leu 


Glu 


Ala 


Gin 


Lys 


Asn 


Pro 


He 








165 










170 










175 




Gly 


Glu 


Lys 


Asn 


Leu 


Gin 


Glu 


He 


Gin 


Glu 


Asp 


Leu 


Asp 


Ser 


Leu 


Arg 




180 










185 










190 






Ala 


His 


Phe 
195 


Glu 


Glu 


Leu 


Thr 


Lys 
200 


Ser 


Val 















(2) INFORMATIONS POUR LA SEQ ID NO : 873: 

(i) C ARACTER I ST I QUES DE LA SEQUENCE: 

(A) LONGUEUR: 268 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 8 55437 8 5 624 0 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 873: 

Val Thr Cys Asn Val Met Gly Asn He Lys Thr Leu Leu Glu He Arg 

1 5 io 15 

Phe Lys Lys Pro Thr Pro Xaa Lys Met Glu Ser Leu Xaa Lys Lys Arg 

20 25 30 

Leu Glu Gly Glu Leu Ser Pro Xaa Xaa Asn Gly Phe Thr Thr Pro Lys 

35 40 45 

Leu Cys Ser Gin Glu Glu Ala Arg Phe Arg Gin Leu Leu Glu Glu Tyr 

50 55 60 

Ser Phe Ser Lys Glu He Ser His Asn Asp Leu Gin Gin Leu Cys His 
65 70 75 80 

Leu Ser Ala Gin Val Lys Gin He His His Gin Ala Val Leu Leu His 

85 90 95 

Gly Glu Arg He Lys Lys Val Arg Glu Leu Leu Lys Thr Tyr Arg Glu 

100 105 HO 

Gly Ala Phe Ser Ala Trp Leu Leu Leu Thr Tyr Gly Asn Arg Gin Thr 

115 120 125 

Pro Tyr Asn Phe Leu Val Tyr Tyr Glu Leu Phe Ser Ala Leu Pro Asp 

130 135 140 

Thr Leu Lys Leu Glu Leu Glu Arg Leu Pro Arg Gin Ala Val Tyr Thr 
145 150 155 160 

Leu Ala Ser Arg Glu Gly Ser Gin Glu Lys Lys Glu Glu He He Arg 

165 170 175 

Asn Tyr Gin Gly Glu Thr Arg Gly Glu Leu Leu Glu He He Arg Arg 

180 185 190 

Glu Phe Pro Leu Leu Pro Thr Asp Arg Arg Gin Ser Ser Leu Ala Gin 

195 200 205 

Gin Ala Phe Ser Phe Phe Ala Lys Gly Thr Lys Leu Leu Gin Arg Cys 

210 215 220 

Thr Asp He Ser Gin Glu Glu Leu Leu Ser Leu Glu Lys Leu He Lys 
225 230 235 240 

Lys Leu Gin Lys Val Thr Thr Asn Leu Leu Ser Asn Thr Lys Val Ser 
245 250 255 
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Arg Asn Asp Asp Glu Thr Gin Asn Ser Arg Asn Arg 
260 265 



(2) INFORMATIONS POUR LA SEQ ID NO: 874: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 317 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 856233 857183 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 874: 

Thr Phe Leu Pro Glu Asp Thr Val Pro Asn Asn lie Glu Lys Arg Tyr 

15 10 15 

Leu Glu Ser Phe Leu Thr Leu Phe lie Ser Phe Asn Leu lie Arg Pro 

20 25 30 

Cys Leu Trp Thr Asn Gin Tyr Lys Gly lie Lys Ala Thr Lys Lys Glu 

35 40 45 

Arg Gly Phe Leu Pro Leu Gin Gly Leu His Leu Val lie Asn Met Lys 

50 55 60 

Thr lie Ala Val Asn Ser Phe Lys Gly Gly Thr Ala Lys Thr Ser Thr 
65 70 75 80 

Thr Leu His Leu Gly Ala Ala Leu Ala Gin Tyr His Lys Ala Arg Val 

85 90 95 

Leu Leu lie Asp Phe Asp Ala Gin Ala Asn Leu Thr Ala Gly Leu Gly 

100 105 110 

Leu Asp Pro Asp Cys Tyr Asp Ser Leu Ala Val Val Leu Gin Gly Glu 

115 120 125 

Lys Asn lie Glu Glu Val lie Arg Pro lie Asp Ser Ser Gly Leu Asp 

130 135 140 

Leu lie Pro Ala Asp Thr Trp Leu Glu Arg Val Glu Val Ser Gly Ser 
145 150 155 160 

Leu Ala Ala Asp Arg Tyr Ser His Glu Arg Leu Lys lie lie Leu Ser 

165 170 175 

Lys lie Glu His Arg Tyr Asp Tyr Val lie lie Asp Thr Pro Pro Ser 

180 185 190 

Leu Cys Trp Leu Thr Glu Ser Ala Leu lie Ala Ala Gin His Ala Leu 

195 _ 200 205 

lie Cys Ala Thr Pro Glu Phe Tyr Ser Val Lys Gly Leu Glu Arg Leu 

210 215 220 

Ala Thr Phe lie Gin Gly lie Ser Ser Arg His Pro Leu Asn lie Leu 
225 230 235 240 

Gly Val Thr Leu Ser Phe Trp Asn Tyr Arg Gly Lys Asn Asn Ala Ala 

245 250 255 

Phe Thr Glu Leu lie Gin Lys Thr Phe Pro Gly Lys Leu Leu Asn Thr 

260 265 270 

Arg lie Arg Arg Asp lie Thr lie Ser Glu Ala Ala lie His Gly Lys 

275 280 285 

Pro Val Phe Ser Thr Ala Pro Ser Ala Arg Ala Ser Glu Asp Tyr Leu 

290 295 300 

Lys Leu Thr Glu Glu Leu Leu Phe Leu Leu Ser Asp Met 
305 310 315 
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(2) INFORMATIONS POUR LA SEQ ID NO: 87 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 663 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: complement ( 857451 .. 85943 9 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 875: 

Asn Ala Thr Met Ala Asn Thr Pro Arg Lys Lys Arg Arg Phe Phe Ala 

1 5 10 15 

Ala Val cys Ser Lys Phe Phe He Tyr Gly Glu Gly Met He His Val 

20 25 30 

Thr Cys Asn Gin Glu Ala Phe Glu Leu Pro Glu Gly Ala Ser Ala Met 

35 40 45 

Asp Leu Ala Asn Lys Met Lys Gin Ser His Cys Phe Val Gly Ala Leu 

50 55 60 

He Asn Asp Gin Glu Lys Asp Leu Ser Thr Thr Leu Gin Asp Gly Asp 
65 70 75 80 

Thr Val Leu Phe Leu Thr Trp Asp Asp Pro Lys Gly Arg Glu He Phe 

85 90 95 

Leu His Thr Ser Ala His He Leu Ala Gin Ala Val Leu Arg Leu Trp 

100 105 HO 

Pro Ser Ala Gin Pro Thr He Gly Pro Val He Asp Gin Gly Phe Tyr 

115 120 125 

Tyr Asp Phe Ala Asn Leu Ser He Ser Glu Glu Asp Phe Pro Ala He 

130 135 140 

Glu Ala Met Ala Lys Thr He Ala Glu Glu Lys Phe Pro He Ser Arg 
145 150 155 160 

Gin Val Phe Pro Asp Lys Glu Ala Ala Leu Ala Tyr Phe Ser Gin Asn 

165 170 175 

Pro Phe Lys Ala Glu Leu He Ala Glu Leu Pro Glu Glu Val Glu He 

180 185 190 

Ser Ala Tyr Thr Gin Gly Glu Phe Leu Asp Leu Cys Arg Gly Pro His 

195 200 205 

Leu Pro Ser Thr Ala Pro Val Lys Ala Phe Lys Leu Leu Arg Thr Ser 

210 215 220 

Ser Ala Tyr Trp Lys Gly Asp Pro Ser Arg Glu Ser Leu He Arg He 
225 230 235 240 

Tvr Gly Val Ser Phe Pro Thr Thr Lys Glu Leu Lys Glu His Leu His 

245 250 255 

Gin Leu Glu Glu Ala Lys Lys Arg Asp His Arg Val Leu Gly Thr Lys 

260 265 270 

Leu Asp Leu Phe Ser Gin Gin Thr cys Ser Ala Gly Met Pro Phe Phe 

275 280 285 

His Pro Arg Gly Met Val Val Trp Asn Ala Leu Val Asp Tyr Trp Lys 

290 295 300 

Arg Leu His Gin Arg Ala Gly Tyr Gin Gin He Gin Thr Pro Gin Leu 
305 310 315 320 

Met Asn Arg Glu Leu Trp Glu He Ser Gly His Trp Glu Asn Tyr Lys 

325 330 335 

Glu Asn Met Tyr Thr Leu Thr Val Asp Glu Glu Asp Tyr Ala He Lys 
340 345 350 
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xy X 
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JL 11X 


olll 


Leu 


nib 






3 55 










3 60 










3 65 








Cnv 




Arg 
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Jtr X Lv 


Leu 


Arg 


He 


Ala 


Glu 


He 
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Hi c: 
nib 
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375 










380 










Arg 


U-; c 


Glu 


Leu 


Ser 


Gly 


Ala 


Leu 


Ser 


Gly 


Leu 


Met 


Arg 


Val 


Arg 


Tb-r 

J. 11 X 


1 ft S 










3 9 0 










3 9 5 










4 0 0 




Hie: 
ri x o 




Asp 


Asp 


Ala 


His 


Val 


Phe 


Leu 


Thr 


Pro 


Glu 


Gin 


Val 


Glu 










4 05 










410 










415 




pi n 
VjlU 


pin 


XilX 


T .01 1 


Sen 


Tip 


Leu 


Asn 


Leu 


Val 


Ser 


Glu 


Leu 


xy x 


vjxy 


X 1 IX 








42 0 










425 










43 0 






Jr lit; 




Leu 






His 


Leu 


Glu 


Leu 


Ser 


Thr 


Arg 


Pro 


Glu 


Gin 


vjj xy 






435 










440 










445 








xm 


Tip 

X X fc= 


Vj j. y 


Cor 


Asp 


Asp 


Leu 


xx p 


Glu 


Leu 


Ala 


Thr 


Glu 


Ala 


Leu 


j_iy -a 




f± 3 U 










455 










4 60 










Arg 




J_i t; u. 


V CI X 


xi_y o 




Gin 


Lys 


Pro 


Phe 


He 


He 


Ser 


J£r X \J 


vaiy 


vjj _L Li 


*± u _> 










470 










47 5 










480 




Ala 


p"hp 


±y x 


Gly 


Pro 


Lys 


He 


Asp 


He 


His 


Val 


Lys 


Asp 


Ala 


He 










485 










490 










495 




Asn 


rtx y 


j. hi. 




Gin 


Cys 


Gly 


Thr 


He 


Gin 


Leu 


Asp 


Met 


Phe 


Leu 


Pro 








500 










505 










510 






oIU 


r\x y 




Asp 


Leu 


Ly s 


TVt 
xy x 


Thr 


Asn 


Ala 


Gin 


Gly 


Glu 


Lys 


Ser 


Thr 






515 










520 










525 








-L J- w 


He 


Met 


Leu 


His 


Arg 


Ala 


Leu 


Phe 


Gly 


Ser 


He 


Glu 


Arg 


Phe 


Leu 




JJU 
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540 
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Tip 
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Lys 


Gly 


Arg 


Phe 


Pro 


T .01 1 
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550 










555 










560 


Prn 

±rx (J 


Pin 

\jX VJ. 


nib 


V a. X 


xt. j. y 


Tip 

X X fci 


Tip 

X X C= 


Thr 


Val 


Ala 


Asp 


Arg 


His 


Glu 


Ala 


Arg 










J U J 










570 










57 5 




nld 




\J X LL 


Leu 


Ala 


Lys 


His 


Phe 


Ser 


Gin 


Met 


Gly 


He 


He 


Val 


Ser 








con 

D O U 










JO J 










J -7 VJ 






Val 


Asp 


Ser 


Ser 


Asn 


Glu 


Ser 


Val 


Ser 


Lys 


Lys 


He 


Arg 


Asn 


Ala 


Gin 






595 










600 










605 








Asn 


Met 


Gin 


Val 


Asn 


Tyr 


Met 


He 


Thr 


He 


Gly 


Asp 


Lys 


Glu 


Leu 


Glu 




610 










615 










620 










Thr 


His 


Leu 


Leu 


Ala 


Val 


Arg 


Thr 


Arg 


Asp 


Asn 


Arg 


Val 


Leu 


Asn 


Asp 


625 










630 










635 










640 


He 


Ala 


Val 


Glu 


Gin 


Phe 


Ser 


His 


Val 


He 


Leu 


Glu 


Glu 


Leu 


Arg 


Ser 










645 










650 










655 




Leu 


Ser 


Leu 


Thr 


Pro 


Ser 


Leu 





















660 



(2) INFORMATIONS POUR LA SEQ ID NO: 876: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 12 0 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 859 587 .. 859 946 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 876: 

Lys Pro He Thr Glu Ser Asn Thr He Gly Met He Ala Gly Arg Gly 

1 5 10 15 

Arg Arg Arg Asp Ser Arg Leu His Asn Ser Ser Pro Lys Arg Thr Thr 
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20 25 30 



Pro 


/A±CX 


Asn 


±nr 


Tl - 

lie 


Arg 


Leu 


Pro 


Val 


Thr 


Asn 


Lys 


Gly 


Ala 


Ala 






35 










40 










45 






Ser 


lie 


Ala 


Asp 


Leu 


Leu 


Lys 


Ala 


Asn 


Glu 


Glu 


Asp 


Gin 


Met 


Lys 




50 










55 










60 






Phe 


Arg 


Lys 


He 


Lys 


Lys 


He 


Ala 


Met 


Ser 


Gin 


Gin 


Gly 


Leu 


Asn 


65 










70 










75 








Gin 


Val 


Arg 


Arg 


Val 


Gin 


Ala 


Asn 


Asn 


Asn 


Ala 


Leu 


Thr 


Ala 


Thr 










85 










90 










95 


Asn 


Arg 


Val 


Ala 


Arg 


He 


Tyr 


Asp 


Pro 


Phe 


Tyr 


Arg 


Thr 


Thr 


Lys 








100 










105 










110 




Val 


Ala 


Ser 


Cys 


Ala 


Leu 


Lys 


Lys 

















115 120 



(2) INFORMATIONS POUR LA SEQ ID NO: 877: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 333 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 859642 .. 860640 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 877: 

He Arg Ala Thr Arg Phe Met Val Ala Val Lys Ala Leu Leu Phe Ala 

IB 10 15 

Cys Thr Leu Arg Thr Cys Val Phe Lys Pro Cys Cys Asp Met Ala He 

20 25 30 

Phe Leu He Phe Leu Asn Ala Phe He Trp Ser Ser Ser Phe Ala Leu 

35 40 45 

Ser Lys Ser Ala Met Glu Ala Ala Ala Pro Leu Phe Val Thr Gly Ser 

50 55 60 

Arg Met Val Leu Ala Gly Val Val Leu Phe Gly Leu Leu Leu Cys Lys 
65 70 75 80 

Arg Glu Ser Leu Arg Leu Pro Arg Pro Ala He Met Pro He Val Leu 

85 90 95 

Leu Ser Val He Gly Phe Tyr Leu Thr Asn Val Leu Glu Phe He Gly 

100 105 110 

Leu Gin Arg Leu Ser Ser Ser Thr Ala Cys Phe He Tyr Gly Phe Ser 

115 120 125 

Pro Phe Thr Ala Ala Phe Cys Ser Tyr Val Gin Leu Arg Glu Val Val 

130 135 140 

Thr Trp Lys Lys Leu Gly Gly Leu Ser Leu Gly Leu Val Ser Tyr Leu 
145 150 155 160 

Val Tyr Leu Leu Phe Gly Gly Ser Glu Asp Val Ala Glu Trp Gly Trp 

165 170 175 

Gin Leu Gly Leu Pro Glu Leu Leu Leu He Ala Ala Thr Cys Leu Ser 

180 185 190 

Ser Tyr Gly Trp Thr Leu Leu Arg Lys Leu Gly Arg Arg Cys Glu Ser 

195 200 205 

Leu Ser Met Thr Ala He Asn Ala Tyr Ala Met Val He Ala Gly Val 

210 215 220 

Leu Ser Leu He His Ser Ala Val Thr Glu Val Trp Asn Pro Val Pro 
225 230 235 240 
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Val Glu Asn Pro 

Phe Ser Asn Leu 
260 

Phe Ser Ser Thr 
275 

Ala Ser Phe Phe 
290 

Leu Leu Phe Ala 
305 

His Glu Glu Phe 



Leu Leu Phe Leu 
245 

lie Cys Tyr Asn 

Phe Leu Ser Phe 
280 

Gly Trp Leu Leu 
295 

Val Gly Phe Met 
310 

Arg Gin Gly Tyr 
325 



Gin Ala lie Gly 
250 

Leu Phe Ala Lys 
265 

Cys Asn Leu Val 

Leu Gly Glu Ser 
300 

Val Leu Gly Cys 
315 

Val Leu Thr Ser 
330 



Ala Leu Val lie 
255 

Leu Leu Arg Ser 
270 

Met Pro Leu Phe 
285 

Phe Pro Pro Gly 

Arg Leu lie Tyr 
320 

Glu 



(2) INFORMATIONS POUR LA SEQ ID NO: 878: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 292 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 8 607 24 8 61 59 9 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 87 8: 



Pro Thr Arg Ala 
1 

Gin Asn Gin Ala 
20 

Asn Ala lie Arg 
35 

Gin Ala Gin Gin 
50 

Ala Val Ser Val 
65 

Gly Leu Lys Ser 

Ser Ala Thr Ser 
100 

Val Ala Gly Thr 
115 

Ala Ser Ala Ala 
130 

Glu Ser Ala Ser 
145 

Gly Leu Phe Gly 

Ser Arg Gly Met 
180 

Phe Ala Gly Arg 
195 

His Gly Leu Thr 
210 

Ala Gin Val Ala 
225 

Ala Glu Glu Leu 



Ala Ser Ala Lys 
5 

lie Gin Asn Gin 

Thr Gin Ala Gly 
40 

Ser Leu lie Ser 
55 

Gly Gly Gly lie 
70 

Ala Ala Phe Thr 
85 

Ser Leu Ala Lys 

Ala Thr Ala Val 
120 

Ser Ser Ala Ala 
135 

Lys Thr Leu Ser 
150 

Gin Ala Leu Asn 
165 

Asn Val Val Lys 

Ala Leu Ser Ser 
200 

Ala Gly lie Asp 
215 

Gin Glu Gin Arg 
230 

Lys Ser Leu Asn 



Ser Trp Ser Ser 
10 

Val Ala Met Ala 
25 

His Gin Ala Lys 

Gly lie Thr Asn 
60 

Leu Ser Ala Ser 
75 

Asn Glu Thr Ala 
90 

Thr Ala Thr Ser 
105 

Gly Ala Lys Ala 

Thr Lys Leu Thr 
140 

Gin Thr Ala Ser 
155 

Thr Pro Ser Trp 
170 

Thr Gin Gly Thr 
185 

Ala Met Asn lie 

Gly lie Val Gly 
220 

Met Ala Gly Met 
235 

Ser Val Gin Ala 



Ser Phe Gin Gin 
15 

Pro Glu lie Gly 
30 

Ala Thr Glu Leu 
45 

lie Val Gly Phe 

Lys Ser Leu Gly 
80 

Ser Ala Ala Thr 
95 

Ala Leu Asp Asp 
110 

Thr Ser Gly Ala 
125 

Gin Asn Met Ala 

Lys Ser Ala Gly 
160 

Ser Glu Lys Val 
175 

Arg Ala Thr Lys 
190 

Ser Gin Met Val 
205 

Gly Val lie Gly 

Ala Glu Ala Arg 
240 

Gin Tyr Ala Ser 
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245 250 255 

Gin Ala Gin Gin Leu Gin Glu Gin Ser Gin Gin Ser Phe Asn Ser Ala 

260 265 270 

Leu Gin Thr Leu Gin Ser lie Ser Asp Ser Ala Leu Gin Thr Thr Ala 

275 280 285 

Ser Met Phe Asn 
290 



(2) INFORMATIONS POUR LA SEQ ID NO: 879: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 158 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 861580 862 053 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 879: 



Trp 


Arg 


Ser 


Cys 


Val 


Met 


Thr 


Thr 


Gly 


Val 


Arg 


Gly 


Asp 


Asn 


Ala 


Pro 


1 








5 










10 










15 




Asp 


Pro 


Ser 


Leu 


Leu 


Ala 


Gin 


Leu 


Thr 


Gin 


Asn 


Ala 


Asn 


Ser 


Ala 


Ser 








20 










25 










30 






Ala 


Ala 


Ser 


Thr 


Gly 


Lys 


Asn 


Gly 


Gin 


Val 


Ala 


Gly 


Ala 


Lys 


Gin 


Glu 






35 










40 










45 








Asn 


Val 


Asp 


Ala 


Ser 


Phe 


Glu 


Asp 


Leu 


Leu 


Gin 


Asp 


Ala 


Gin 


Gly 


Thr 




50 










55 










60 










Gly 


Gly 


Ser 


Lys 


Lys 


Ala 


Thr 


Ala 


Asn 


Gin 


Thr 


Ser 


Lys 


Ser 


Arg 


Lys 


65 










70 










75 










80 


Ser 


Glu 


Lys 


Ala 


Gin 


Ala 


Ser 


Ser 


Gly 


Thr 


Ser 


Thr 


Thr 


Thr 


Ser 


Val 










85 










90 










95 




Ala 


Gin 


Ala 


Ser 


Gin 


Thr 


Ala 


Thr 


Ala 


Gin 


Ala 


Val 


His 


Gly 


Ala 


Arg 








100 










105 










110 




Asp 


Ser 


Gly 


Phe 


Asn 


Ser 


Asp 


Gly 


Ser 


Ala 


Thr 


Leu 


Pro 


Ser 


Pro 


Thr 






115 










120 










125 








Gly 


Thr 


Glu 


Val 


Asn 


Gly 


Val 


Val 


Leu 


Arg 


Lys 


Gly 


Met 


Gly 


Thr 


Leu 




130 










135 










140 










Ala 


Leu 


Met 


Gly 


Leu 


He 


Met 


Thr 


Tyr 


Ser 


Arg 


Ser 


Lys 


Cys 






145 










150 










155 













(2) INFORMATIONS POUR LA SEQ ID NO: 880: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 481 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 8 62 098 8 63 54 0 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 880: 
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Arg Gly Tyr Met 
1 

Leu Lys Asn Val 
20 

Pro Asn Ala Asp 
35 

Thr Arg Gin Asn 
50 

Ala Gly Thr Ala 
65 

Gly Gin Glu Leu 

Ala Ser Ala Asp 
100 

Ser Ser Gin Gin 
115 

Ser Leu Ser Ser 
130 

Gin Ser lie Val 
145 

Thr Asn Leu Glu 

Gin Glu Val Met 
180 

Leu Gly Glu Ser 
195 

Ser Gin Ser Ala 
210 

Lys lie Asp Lys 
225 

Gin Lys Ser Gly 

lie Gly Val Thr 
260 

Phe Thr Cys Gly 
275 

Ala Ala Thr Ala 
290 

Thr Thr Thr Val 
305 

Val Lys Gin Ala 

lie Lys Gin Gly 
340 

Val Lys Ala Ser 
355 

Ser Ala Gly Lys 
370 

Val lie Asn Thr 
385 

Leu Thr Ala Val 

Ser Asp Met Gin 
420 

Leu Thr Ala Gin 
435 

Gin Ala Ser Lys 
450 

Gin Gin Gin Ala 



Ser Leu Ser Ser 
5 

Leu Ser Gin Val 

Lys Leu Thr Asp 
40 

Arg Asp Asp Leu 
55 

Gly Lys Asp Arg 
70 

lie Glu Gin Gin 
85 

Ala Thr Ser Leu 

Cys lie Glu Asp 
120 

Leu Ser Ser Val 
135 

Ser Ser Ala Met 
150 

Thr Pro Gly Leu 
165 

Glu lie Ser Leu 

Thr Gin Ala Ala 
200 

Asn Met Asn Lys 
215 

Glu Arg Glu Glu 
230 

Thr Asn Ser Thr 
245 

Val Ala lie Thr 

Leu Gly Leu lie 
280 

Gly. Ala Thr Ala 
295 

Ala Thr Gin Val 
310 

lie lie Gin Ala 
325 

lie Lys Gin Gly 

Val Lys Thr Leu 
360 

Asn Ala Val Ser 
375 

Leu Gly Ser Lys 
390 

Pro Gin Leu Val 
405 

Lys Glu Leu Ala 

Ser Glu Met Met 
440 

lie Ala Ala Lys 
455 

Ala Lys Thr Gly 



Ser Ser Ser Ser 
10 

lie Ala Ser Thr 
25 

Asn Gin Val Lys 

Ser Met Glu Ser 
60 

Ala Ala Ser Ala 
75 

Gly Leu Ala Ala 
90 

Thr Gin Ser Ala 
105 

Thr Ser Lys Ser 

Asp Ala Thr His 
140 

Gly Ala Thr Asn 
155 

Pro Lys Pro Ser 
170 

Ala Leu Ala Lys 
185 

Leu Glu Asn Phe 

Met Ser Leu Glu 
220 

Phe Lys Lys Met 
235 

Met Asp Thr Val 
250 

Val lie Ser Val 
265 

Gly Thr Ala Ala 

Ala Ala Thr Thr 
300 

Thr Met Gin Ala 
315 

Val Lys Arg Ala 
330 

lie Lys Gin Ala 
345 

Ala Lys Asn Val 

Lys Ser Phe Pro 
380 

Trp Val Thr Leu 
395 

Ser Gly lie Thr 
410 

Gin lie Gin Lys 
425 

Lys Ala Phe Thr 

Gin Thr Glu Ser 
460 

Ala Gin He Ala 



Asp Ser Ser Asn 
15 

Pro Gin Gly Val 
30 

Gin Val Gin Gin 
45 

Asp Val Ala Val 

Ser Gin He Glu 
80 

Gly Lys Glu Thr 
95 

Ser Lys Gly Ala 
110 

Leu Glu Leu Ser 
125 

Leu Gin Glu He 

Glu Leu Ser Leu 
160 

Thr Thr Pro Arg 
175 

Ala He Thr Ala 
190 

Gin Ser Thr Gin 
205 

Ser Gin Gly Leu 

Gin Glu He Gin 
240 

Asn Lys Val Met 
255 

Val Ser Ala Leu 
270 

Ala Gly Ala Thr 
285 

Ala Thr Ser Val 

Val Val Gin Val 
320 

He Val Gin Ala 
335 

He Lys Gin Ala 
350 

Gly Lys He Phe 
365 

Lys Leu Ser Lys 

Gly Val Gly Ala 
400 

Ser Leu Gin Leu 
415 

Glu Val Gly Ala 
430 

Leu Phe Trp Gin 
445 

Pro Ser Glu Thr 
Lys Xaa Cys Pro 
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465 470 475 480 

Gin 



(2) INFORMATIONS POUR LA SEQ ID NO : 881: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 12 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 8 63 57 1 .. 8 63 93 0 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 881: 



Thr 


Met 


Ser 


Lys 


Lys 


His 


Lys 


His 


Lys 


Gin 


Ala 


His 


Thr 


Ser 


Ser 


Lys 


1 








5 










10 










15 




Pro 


Lys 


Val 


Xaa 
20 


Pro 


Ala 


Tyr 


Val 


Ser 
25 


Lys 


Lys 


Glu 


Ser 


Pro 
30 


Ala 


Leu 


Gin 


Glu 


Leu 
35 


Gin 


Asn 


Ala 


Met 


He 
40 


Ser 


Phe 


Ser 


Gin 


Asp 
45 


Leu 


Pro 


Leu 


Ala 


Gin 
50 


Met 


Phe 


Ser 


Glu 


He 
55 


Gin 


Asp 


Glu 


Lys 


Gin 
60 


Leu 


Ala 


Lys 


Met 


Met 


Ala 


Ala 


Leu 


Ser 


Gly 


Met 


Leu 


Asp 


Ser 


Leu 


Pro 


Val 


Glu 


Thr 


Leu 


65 










70 










75 










80 


Thr 


Lys 


Gly 


Val 


Phe 
85 


Asp 


Asn 


Pro 


Lys 


Glu 
90 


Glu 


Ala 


Gin 


Leu 


Ser 
95 


Gin 


Glu 


He 


Ser 


Ser 
100 


lie 


Phe 


Leu 


Gly 


Leu 
105 


Lys 


His 


Leu 


Thr 


Glu 
110 


Thr 


Val 


Asn 


Lys 


His 
115 


He 


Ala 


Asp 


Glu 


Lys 
120 



















(2) INFORMATIONS POUR LA SEQ ID NO: 882: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 234 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 8 63 9 9 6 .. 8 64 6 97 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 882: 

Asn Leu He Leu Leu Val Val He Cys Tyr Phe He Phe Leu Gly He 

15 10 15 

He Ala Met Ser Thr Pro Ser Ser Asn Asn Ser Lys Lys Pro Ser Ala 

20 25 30 

Ser Phe Asn Lys Lys Ser Arg Ser Arg Leu Ala Glu He Ala Ala Gin 

35 40 45 

Lys Lys Ala Lys Ala Glu Asp Leu Glu Gin Lys Tyr Pro Val Pro Thr 
50 55 60 
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Glu Glu Glu Thr 
65 

Asn Gly Leu Thr 

Glu Glu lie Tyr 
100 

Arg Glu Ala lie 
115 

Cys Tyr Lys Tyr 
130 

Met Tyr Asp Glu 
145 

Pro Glu Asn Pro 

Leu Asn Gin Pro 
180 

Met Cys Lys Asn 
195 

lie Met Lys Gin 
210 

Lys Gly Ser Glu 
225 



Lys Gin Val Leu 
70 

Leu Gin Gin lie 
85 

Thr Val Ala Tyr 

Gly Leu Phe Gin 
120 

lie Leu Gly Leu 
135 

Ala Ala Phe Gly 
150 

lie Pro Pro Tyr 
165 

Glu Glu Ser Gin 

Lys Pro Glu Tyr 
200 

Ser Leu Asp Ala 
215 

Thr Gin Ala Ser 
230 



Met Asp lie Leu 
75 

Leu Gly Leu Ser 
90 

Thr Phe Tyr Ser 
105 

lie Leu Thr Ala 

Ser Ser Cys Tyr 
140 

Phe Phe Leu Ala 
155 

Tyr lie Ala Asp 
170 

Asp Phe Leu Asp 
185 

Lys Val Leu Lys 

Val Leu Lys Lys 
220 

Val Ser 



Gin Gly Leu Ser 
80 

Asp Val Leu Leu 
95 

Gin Gly Lys Tyr 
110 

Ser Lys Pro Gin 
125 

His Gin Leu Lys 

Phe Asp Ala Gin 
160 

Ser Leu Met Lys 
175 

lie Thr lie Asp 
190 

Asp Arg Cys Ser 
205 

Glu Lys Ser Ala 



(2) INFORMATIONS POUR LA SEQ ID NO; 883: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 437 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 8 64938.-866248 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 883: 

Ser Arg lie Arg Leu Leu Asp Ser Val Thr Val Asn Gin lie Ser Ala 

15 10 15 

Gly Glu Val lie Glu Asn Ala Ala Ser Val Val Lys Glu Leu lie Glu 

20 25 30 

Asn Ser Leu Asp Ala Gly Ala Asp Glu lie His lie Glu Thr Leu Gly 

35 _ 40 45 

Gly Gly Arg Gly Gin lie Val Val Arg Asp Asn Gly Val Gly Met Asp 

50 55 60 

Pro Glu Glu Val Pro Val Ala Leu Gin Arg His Ala Thr Ser Lys lie 
65 70 75 80 

Ala His Phe Ala Asp lie Phe Ser Leu Ala Ser Tyr Gly Phe Arg Gly 

85 90 95 

Glu Ala Leu Pro Ser lie Ala Ser lie Ser Lys Met Glu lie His Thr 

100 105 110 

Ala Arg Ala Gly Gly Leu Gly Ser Lys Thr Leu lie Glu Lys Gly Glu 

115 120 125 

Pro Val Cys Cys Glu Pro Ala Pro Arg Gin Gin Gly Thr Thr lie Ala 

130 135 140 

Val His Ser Leu Phe Tyr Asn Val Pro Met Arg Gin Ser Phe Gin Lys 
145 150 155 160 

Ser Pro Gin Met Asp Arg Leu Ala lie Arg Arg Leu Leu Glu Asn Ser 
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Val Leu Ser Ser 
180 

Gin Glu Leu His 
195 

Leu Val Leu Gly 
210 

Gin Gin Gly Asp 
225 

His Arg Ser Thr 

Val Glu Ser Ser 
260 

Met lie Pro Ala 
275 

Pro Pro Met Trp 
290 

Arg Leu Leu Gin 
305 

Ser Glu Ala Leu 

Lys Val Pro Thr 
340 

Pro Ser lie Arg 
355 

Phe Ser Gin Gin 
370 

Arg Asp Ser Ala 
385 

Leu Thr Ser Leu 

His Val Val Phe 
420 

Tyr Tyr Pro Ser 
435 



165 

Glu Gly lie Gly 

Val Ala Lys Lys 
200 

Glu Ser Phe Val 
215 

Leu Arg Val Leu 
230 

Arg Gin Gly Gin 
245 

Phe lie Ser Lys 

Gin Arg Tyr Pro 
280 

Cys Asp Phe Asn 
295 

Glu Gly Gin He 
310 

Leu Arg Arg Ser 
325 

Glu Lys He Pro 

Pro Ala He Val 
360 

Pro Tyr Leu Lys 
375 

Ser Ser Ser Leu 
390 

Gly Lys Val Leu 
405 

Val Gin Leu Arg 
Val 



170 

Trp Thr Trp lie 
185 

Gin Gly Phe lie 

Gin Glu Ala Phe 
220 

Gly Phe Leu Gly 
235 

Arg Leu Phe lie 
250 

Lys Val Ala Glu 
265 

He Phe Val Leu 

Val His Pro Gin 
300 

Ser Asn Leu Leu 
315 

Ser Ser Leu Glu 
330 

He Glu Asn Glu 
345 

Ser Ala Pro Leu 

Thr Glu Met Ala 
380 

Ser Val Val Glu 
395 

Leu Val Glu Asp 
410 

Val Asn He Cys 
425 



175 

Ser Glu Arg Arg 
190 

Glu Arg Val Ala 
205 

Phe He Asp Lys 

Ser Pro Asn Gin 
240 

Asn Asn Arg Ala 
255 

Ala Tyr Ala Trp 
270 

Lys Leu Phe Leu 
285 

Lys Thr Glu Val 

Val Glu Ala He 
320 

Glu He Val Leu 
335 

Gly He Ser Val 
350 

Ser Cys Pro Thr 
365 

Thr He Val Ser 

Lys Val Arg Phe 
400 

Ser Glu Gly Val 
415 

Phe Met Phe Leu 
430 



(2) INFORMATIONS POUR LA SEQ ID NO: 884: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 101 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 8 663 03 866 605 
(Xi) DESCRIPTION DE LA SEQUENCE: ,SEQ ID NO: 884: 



Leu 


Ser 


Trp 


Lys 


Gin 


Thr 


Phe Tyr 


Arg 


Cys 


Gly 


Leu 


Glu 


Ala 


Leu 


Thr 


1 








5 








10 










15 




Ala 


Leu 


Gly 


He 


Glu 


Leu 


Ser Arg 


He 


Ser 


Pro 


Asp 


Ser 


Phe 


Ala 


He 








20 








25 










30 






Glu 


Ser 


Ala 


Pro 


Pro 


Phe 


He Gin 


Glu 


Glu 


Glu 


Leu 


Lys 


Glu 


Trp 


He 






35 








40 










45 








Val 


Ala 


Leu 


Ala 


Gin 


Glu 


Gly Ala 


Leu 


His 


Val 


Gly 


Glu 


Ser 


Phe 


Glu 



50 55 60 
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Gin Leu Val Glu Asn Thr Val Gin Lys Leu Val Phe Ser Arg Asn Ala 
65 70 75 80 

Arg Ala Phe Asp Tyr Ala Trp Leu Asp lie Leu Trp Lys Leu Gly Lys 

85 90 95 

Pro Glu Lys Ser Val 
100 



(2) INFORMATIONS POUR LA SEQ ID NO: 885: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 56 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 866665 867732 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 885: 



Met Asn Gin Asn 
1 

Ala Leu Asp Ala 
20 

Leu Gin Asp Gin 
35 

Ala Val Leu Phe 
50 

Gin Asp Val Val 
65 

Gly Ser Tyr lie 

Glu Tyr Thr Pro 
100 

Ala Phe Ser Pro 
115 

Ser Thr Glu Glu 
130 

Ala Gly Tyr Asp 
145 

Lys Glu Leu Val 

Glu Lys Val Ser 
180 

Phe Pro His Ala 
19 5 

Val Leu lie Asp 
210 

Thr Arg Thr Val 
225 

Gly Tyr Val Ala 

Arg Ala Gly Val 
260 

Leu Arg Ala His 
275 

Gly Val Gly Arg 



Pro lie Lys Arg 

5 

Phe Leu lie Glu 

Ala Arg Ser Gly 
40 

Val Ser Pro Leu 
55 

Leu Val Ser Tyr 
70 

Glu Asn Thr Gly 
85 

Tyr Gly lie Ala 

Gin Ser Leu Val 
120 

lie Gin Lys Met 
135 

Phe Val Leu Ala 
150 

Arg Met Leu His 
165 

Phe Pro Pro lie 

lie Pro Thr Asn 
200 

lie Gly Val Cys 
215 

Ala Phe Gly Ala 
230 

Val Ala Glu Ala 
245 

Pro Cys Arg Asp 

Gly Met Glu Lys 
280 

Glu Val His Glu 



Leu Gin Asp Ser 
10 

Lys Asp Glu Asp 
25 

Val Leu Leu lie 

Asp Lys Asp Leu 
60 

Ser Lys Ser Val 
75 

Leu Lys Thr lie 
90 

Gin Lys Arg Met 
105 

Ala Glu Lys Leu 

Thr Arg Ala Ala 
140 

Ala Leu Arg Pro 
155 

Val Phe Trp Ala 
170 

lie Ala Phe Gly 
185 

Arg Ser Leu Lys 

Tyr Glu Gly Tyr 
220 

Ala Pro Glu Gin 
235 

Gin Arg Ala Ala 
250 

Val His Lys Glu 
265 

Ala Phe lie His 
Tyr Pro Arg Leu 



Leu Val Glu Arg 
15 

lie Ser Tyr Phe 
30 

Thr Arg Asp Glu 
45 

Tyr Ala Arg lie 

Asp Gin Glu Leu 
80 

Gly Phe Asp Ser 
95 

Asn Ser Gly Tyr 
110 

Arg Cys Val Lys 
125 

Glu lie Gly Ser 

Gly lie Thr Glu 
160 

Asn Leu Gly lie 
175 

Glu Asn Ala Ala 
190 

Lys Gly Asp Val 
205 

Cys Ser Asp Met 

Gin Leu Leu Asp 
240 

lie Glu Phe Cys 
255 

Ala Val Arg lie 
270 

Gly Leu Gly His 
285 

Ser Pro Phe Ser 
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290 

Asp Ala Thr Leu Gin 
305 

Tyr Phe Pro Gly Val 
325 

Gly Val Asn Glu Asn 
340 

lie lie lie lie 
355 



295 

Leu Asn Met Ala Val 
310 

Gly Gly lie Arg lie 
330 

Leu Asn Leu Thr Asn 
345 



300 

Thr Val Glu Pro Gly Val 
315 320 
Glu Asp Thr lie Val He 
335 

Arg Lys Val Ser Ser Glu 
350 



(2) INFORMATIONS POUR LA SEQ ID NO: 886: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 427 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 867810 .. 869090 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 886: 



Phe Phe Phe Ser 
1 

Val Val Met Arg 
20 

Ala Ala Leu He 
35 

Glu Glu Lys Gin 
50 

Ser He Glu Glu 
65 

Gly Cys Asn Lys 

Leu Ala Thr Thr 
100 

Phe Leu Arg Gin 
115 

Pro Thr Pro Leu 
130 

Leu Asp Val Val 
145 

Ser Pro Lys Glu 

Ser Gin Thr Trp 
180 

Val Lys Gin Arg 
195 

His Gly Gly Ala 
210 

Phe Glu Ser Leu 
225 

Asp Val Leu Leu 

Gin Gly Asp Gly 
260 



Asn Gin Leu Leu 
5 

Gin Leu His Phe 

Gly Ala He Ala 
40 

Pro Ala Cys Ser 
55 

Glu Leu Pro Asp 
70 

Arg Pro Asp Ala 
85 

Asn Ala He Gin 

Gly Pro Asp Glu 
120 

Trp Leu Glu Cys 
135 

Val Arg Met Lys 
150 

Arg Ala His Phe 
165 

Glu He Gly Gly 

He Arg Cys Val 
200 

Asp Tyr Val He 
215 

Ser Gly Glu Ala 
230 

Trp Asp Gin Asp 
245 

Thr Arg Val Pro 



Tyr Thr He Leu 
10 

Phe Phe Tyr Gin 
25 

Gly Val Cys Ser 

Gly Ala Trp Ala 
60 

Leu Arg Asn Gin 
75 

Arg Ser Gly Lys 
90 

Glu Val Ser Leu 
105 

Glu Thr Leu Val 

Arg Pro Ser Ser 
140 

Gly Ala Leu Gly 
155 

Ser Leu Ser Met 
170 

Met Arg Val Glu 
185 

Gly Gly Asp Lys 

Gin Ala Ala Lys 
220 

Tyr Ser Gin Tyr 
235 

Arg Trp Val Pro 
250 

Leu Leu Glu Val 
265 



Phe Cys Phe Ser 
15 

Trp He Arg Gly 
30 

Pro Leu Thr Ala 
45 

Leu Gin Asp Phe 

Phe Val Phe Leu 
80 

Phe Phe Leu Glu 
95 

Gly Glu Lys Val 
110 

Phe Ser Ala Glu 
125 

Asp Gly Arg Ser 

Gly Ala Val Ser 
160 

Ala Pro Arg Cys 
175 

Pro Ser He Ala 
190 

Phe Leu Leu Met 
205 

Glu Arg Val Asp 

Leu Ala Val Gly 
240 

Tyr Lys Thr Phe 
255 

Lys Arg Leu Asp 
270 
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Asp Arg Met Met Val lie Glu Leu Trp Ser lie Asp Gly Leu Met Ser 

275 280 285 

Gin Gin lie Thr Leu Val Lys Gin Val Ser Ser Pro lie Glu He Ala 

290 295 300 

Glu Leu Val Lys Glu Phe Ser Phe Val Gly Met Arg Thr Trp Ser Arg 
305 310 315 320 

Pro He He Thr Ala Gly Lys Asp Arg Leu Val Leu Ser Ala Asp Asp 

325 330 335 

Trp Val He His Thr Gly Glu Arg Trp Glu Arg Val Thr Ser Lys Arg 

340 345 350 

Gin Leu Glu Asp Tyr Leu Ser Gly Lys Leu Arg Ser Pro Leu Leu Val 

355 360 365 

Phe Glu Arg He Asp Lys Glu Asp Gly Glu Phe Val Phe Lys Gly His 

370 375 380 

Val Phe Asn Thr Gin Arg Thr Val Val Glu Thr He Ser Leu Pro Leu 
385 390 395 400 

Lys Gin Val Leu Glu Thr Val Ala Gin Ser His Leu Gly Gin Glu Ser 

405 410 415 

Gly Thr Lys Asn Ser Arg He Gly Gly Gly Ser 
420 425 



(2) INFORMATIONS POUR LA SEQ ID NO: 887: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 88 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 8 6 9 094 .. 86 93 57 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 887: 

Val Lys Asn He Leu Gly Tyr Gly Phe Leu Gly Thr Phe Cys Leu Gly 

1 5 10 15 

Ser Leu Thr Val Pro Ser Phe Ser He Thr He Thr Glu Lys Leu Ala 

20 25 30 

Ser Leu Glu Gly Lys Thr Glu Ser Leu Ala Pro Phe Ser His lie Ser 

35 40 45 

Ser Phe Asn Ala Glu Leu Lys Glu Ala Asn Asp Val Leu Lys Ser Leu 

50 S5 60 

Tyr Glu Glu Ala Leu Ser Leu Arg Ser Arg Gly Glu Thr Ser Gin Ala 
65 70 75 80 

Val Trp Asp Glu Leu Arg Thr Asp 
85 



(2) INFORMATIONS POUR LA SEQ ID NO: 888: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 701 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 869270 871372 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 888: 



Cys 


Ser* 


r* 1 n 


Tin 

lie 


roller 


Tip 

lie 


Arg 


Arg 


Cor 


irllfci 


Vdl 




sr l. \J 


rile 


Cor 


c\ 1 y 


I 








c 
D 










i n 

1 u 










X -> 




Arg 


Asp 


ir ne 


7V "1 -a 

nla 










Arg 


V a JL 


r\ 1 d 


Asn 


Arg 


Leu 


Tip 
lie 


ly 








o n 
z U 










z b 










7 n 






Ala 


Lys 


Gin 


Arg 


lie 


Arg 


Ser 


Leu 


CjIU 


Asp 


Leu 


Trp 


Ser 


vai 


blU 


Up 1 

Vai 






-5 b 










a n 


















Ala 


Glu 


Arg 


t?iy 


ijiy 


Asp 


Pro 


Pi,, 

bill 


Asp 


Tyr 


Ala. 


Leu 


irp 


Asn 


HIS 


ir L U 




d(J 










b b 










£ n 
o u 












inr 


inr 


lie 


Tyr 


Asn 


Leu 


Veil 


Ser 


Asp 


iyr 


vj>iy 


Asp 


Pin 

vjj X LI 


pin 

\J 1X1 


Ser 


b b 










*7 n 










/ D 










« n 


lie 


Tyr 


Veil 


Tip 

lie 


T) -y- 






v a i 


Ply 

vj x y 


Ala 
nia 


Met 


Arg 


He 


Thr 


Ala 


Met 










O j 










q n 










-/ j 




Ser 


Lys 


Leu 


vai 


vai 


Pro 


Lys 


bill 


biy 


ill fci 


pi ii 


Pin 


P\/C 

_y o 


Leu 


Cor* 


Leu 








inn 

1 u VJ 










1 U J 










1 1 n 

X X VJ 






Leu 


Leu 


Mec 


Arg 


Leu 


\j ±y 


Tic* 

lie 


b* ly 


lie 


Arg 


pin 
bin 


XT-, 1 

Vai 


Ser 


rl U 


irp 


Tip 
lie 






1 1 c 

iij 










1 9 n 
1 z u 










IOC 

i Z. J 








Lys 


(jIU 


Leu 


Tyr 


Leu 


1 111 


Asn 


Arg 


pin 


pin 


Cor 


u ly 


vclj. 


T . Dl 1 


uiy 


Tip 
lit! 




1 J U 










1 "1C 
1 J J 










i a n 

1 ^4 U 










rne 




Ser 


Arg 


pin 
brill 


pin 


Leu 


Asp 


o -»- 


T .Dl 1 


X J- \J 




X 11X 


a 1 a 
x a 


nis 


He 


14b 










IjU 










1 JJ 










i fin 

1 D VJ 


Ala 


riie 


vai 


Leu 


Ser 


Ser 


Lys 


Asn 


Leu 


Asp 


f\ X a. 


Arg 


r\XO. 


ASp 


Va 1 
vai 


Gin 










ID j 










i 7 n 

l / u 










17c 

X / J 




Ala 


Leu 


Arg 


Lys 


lr lit: 


r\ X ct 


Asn 


ser 


ASp 


i ill. 


rut: l- 


J_J fcr n 


lie 


Asp 


Phe 


I le 








ion 

1 o u 










lO J 










ion 

1 -7 VJ 






(jiy 


(jiy 


Lys 


vai 


Trp 


Leu 


irne 


biy 


Ala. 


V d 1 


Crt V* 

oci 


pin 


lie 


1111 


L» X U 


J_i fcr Li 






1 QC 

i y b 










z u u 










one; 

Z U D 








Leu 


Lys 


lie 


Tyr 


Pin 

CjIU 


jrne 


Leu 


Pin 

bin 


Ser 


nis 


Asn 


T 1 Q 

lie 


Arg 


1 n 
bill 


bi X IX 


n x o 




210 










/Jib 




















Xaa 


lie 


vaj. 


Ser 


Leu 


Ser 


Lys 


lie 


Pin 

(jIU 


Pro 


Ser 


pi i, 

CjIU 




Leu 


Aaa 


Tin 

lie 


225 










z J U 










z J b 










z 4 U 


Leu 


Lys 


Ala 


Ala 


Phe 


Arg 


pi M 

bill 


Asp 


Leu 


Ala 


Lys 


Pill 
by 1U 


Cjiy 


pin 
bill 


Asp 


Ser 










z4 b 










o c n 
z b U 










z b b 




Ser 


Gly 


vai 


Giy 


Leu 


Lys 


\; 3 "i 

vai 


vai 


Pro 


Leu 


pi n 
bin 


Asn 


rll S 


Pl,r 

biy 


Arg 


Ser 








2 60 










z o b 










O "7 n 

z / u 






Leu 


Phe 


Leu 


Ser 


Gly 


Ala 


Leu 


Pro 


lie 


vai 


Gin 


Lys 


Ala 


lie 


Asp 


Leu 






275 










TOO 

z o U 










zo b 








lie 


Arg 


Glu 


Leu 


CjIU 


pi 

brlU 


Plv 

ly 


lie 


Pl n 
bill 


Ser 


Pro 


inr 


Asp 


Lys 


inr 


vai 




2 9 0 










O Q C 

z y b 










t n n 
JUL) 










Phe 


Trp 


Tyr 


His 


vai 


Lys 


His 


Ser 


Asp 


Pro 


Gin 


Glu 


Leu 


Ala 


Ala 


Leu 


305 










310 










315 










3 20 


Leu 


Ser 


Gin 


Vai 


His 


Asp 


He 


Phe 


Ser 


Asn 


Gly 


Ala 


Ser 


Gly 


Ala 


Ser 










325 










330 










335 




Ser 


Ser 


Cys 


Asp 


Thr 


Gly 


Vai 


Vai 


Ser 


Ser 


Lys 


Ala 


Gly 


Ser 


Ser 


Ser 








340 










345 










350 






Asn 


Gly 


Leu 


Gly 


Vai 


His 


He 


Asp 


Thr 


Ser 


Leu 


Arg 


Ser 


Ser 


Vai 


Lys 






355 










360 










365 








Glu 


Gly 


Ser 


Ala 


Lys 


Tyr 


Gly 


Ser 


Phe 


He 


Ala 


Asp 


Ser 


Lys 


Thr 


Gly 




370 










375 










380 










Thr 


Leu 


He 


Met 


Vai 


He 


Glu 


Lys 


Glu 


Ala 


Leu 


Pro 


Lys 


He 


Lys 


Met 


385 










390 










395 










400 


Leu 


Leu 


Lys 


Lys 


Leu 


Asp 


Vai 


Pro 


Lys 


Lys 


Met 


Vai 


Arg 


He 


Glu 


Vai 










405 










410 










415 




Leu 


Leu 


Phe 


Glu 


Arg 


Lys 


Leu 


Ser 


Asn 


Gin 


Arg 


Lys 


Ser 


Gly 


Leu 


Asn 








420 










425 










430 
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Leu Leu Arg Leu 
435 

Ser Trp Ala Ser 
450 

Lys Gly lie Val 
465 

Gin Glu Asp Val 

Gin Thr Pro Ala 
500 

Ser Ser Asp Lys 
515 

Met lie Lys lie 
530 

Ser Phe lie Thr 
545 

Asn His Ala Asp 

Val Arg He Gin 
580 

Asn Gin Thr Met 
595 

Pro Gly He Gly 
610 

Thr Glu Met Phe 
625 

Glu Thr Glu Glu 

Glu Asn Asp Asp 
660 

Lys Gin Ala He 
675 

Ser Gly Ser Arg 
690 



Gly Glu Glu Val 
440 

Gly Gly He Leu 
455 

Pro Ser Tyr Asp 
470 

Arg He Asn Ala 
485 

Arg He Ala He 

Asp Lys Ala Gin 
520 

Leu Pro Val He 
535 

Leu Glu Thr Asp 
550 

Arg Pro Asp Val 
565 

Asp Gly Glu Thr 

Asp Ser Arg Asp 
600 

Lys Leu Phe Gly 
615 

Met Phe He Thr 
630 

Lys Leu Glu Cys 
645 

Phe Leu Arg Ala 

Glu Arg Lys Glu 
680 

Gly Arg Val Glu 
695 



Cys Lys Gin Gly 

Glu Phe Leu Phe 
460 

Phe Ala Tyr Gin 
475 

Ser Pro Ser Val 
490 

Val Glu Glu Met 
505 

Tyr Asn Arg Ala 

Asn He Gly Glu 
540 

He Thr Phe Asp 
555 

Thr Arg Arg Asn 
570 

Val He He Gly 
585 

Gly He Pro Phe 

Met Asp Ser Ala 
620 

Pro Lys He Leu 
635 

Ala Phe Leu Ala 
650 

Leu Val Ala Gly 
665 

Ser Thr Val Trp 

Tyr Asp Gly Arg 
700 



Thr Gin Ala Val 
445 

Lys Gly Gly Ala 

Phe Leu Met Ala 
480 

Val Thr Met Asn 
495 

Ser He Val Val 
510 

Gin Tyr Gly He 
525 

Glu Asp Gly Lys 

Ser Thr Gly Arg 
560 

He Thr Asn Lys 
575 

Gly Leu Arg Cys 
590 

Leu Gly Glu Leu 
605 

Ser Asp Ser Gin 

Asp Asn Pro Ser 
640 

Ala Arg Pro Gly 
655 

Gin Gin Ala Ala 
670 

Gly Glu Glu Ser 

685 

Glu 



(2) INFORMATIONS POUR LA SEQ ID NO: 889: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 42 8 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H Y POTHET I QUE : oui _ 



(viii) POSITION DANS LE GENOME: 87129 9 .. 872582 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 889: 

Lys Glu Lys Ser Leu Pro Tyr Gly Glu Lys Asn Pro Pro Ala Leu Glu 

15 10 15 

Glu Gly Trp Ser Met Met Asp Gly Asn Lys Gly Thr Met Gin Asp Leu 

20 25 30 

Leu Asp Arg Leu Pro Tyr Ser Phe Leu Lys Lys Asn Tyr Leu Leu Pro 

35 40 45 

Val Glu Asp Leu Gly Asp Lys He Val Phe Ala Arg His Leu Lys Lys 

50 55 60 

Thr Pro Leu Glu Ala Leu Asp Glu Val Arg Leu He Thr Gin Lys Pro 
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65 70 75 80 

Leu Ser Leu Val Ser Lys Glu Glu Ala Glu lie lie His Gly Leu Gin 

85 90 95 

Lys Leu Tyr Ser Asp Lys Asp Gly Lys Ala Ser Glu Met Leu Gin Ser 

100 105 110 

Met Gin Glu Ala Val Val Pro Glu Ser Glu Ser Asp Thr Thr Glu Leu 

115 120 125 

Leu Glu Asn Gin Glu Asn Ser Ala Pro Val Val Arg Leu Leu Asn Leu 

130 135 140 

lie Leu Lys Glu Ala lie Glu Glu Arg Ala Ser Asp He His Phe Asp 
145 150 155 160 

Pro Val Glu Asp Leu Leu Arg He Arg Tyr Arg He Asp Gly Val Leu 

165 170 175 

His Asp Arg His Ala Pro Pro Asn His Leu Arg Ala Ala Leu He Thr 

180 185 190 

Arg He Lys Val Leu Thr Lys Leu Asp He Ala Glu His Arg Leu Pro 

195 200 205 

Gin Asp Gly Arg He Lys Leu Gin Leu Gly Gly Gin Glu He Asp Met 

210 215 220 

Arg Val Ser Thr Val Pro Val He His Gly Glu Arg Val Val Leu Arg 
225 230 235 240 

He Leu Asp Lys Arg Asn Val He Leu Asp He Arg Gly Leu Cys Met 

245 250 255 

Pro Pro Lys Met Glu Thr -Ser Phe Arg Lys Ala He Gly Val Pro Glu 

260 265 270 

Gly He Leu Leu Val Thr Gly Pro Thr Gly Ser Gly Lys Thr Thr Thr 

275 280 285 

Leu Tyr Ser Val He Gin His Leu Ser Gly Pro Phe Thr Asn He Met 

290 295 300 

Thr He Glu Asp Pro Pro Glu Tyr Lys Leu Pro Gly Val Ala Gin He 
305 310 315 320 

Ala Val Lys Pro Lys He Gly Leu Thr Phe Ser Lys Gly Leu Arg His 

325 330 335 

Leu Leu Arg Gin Asp Pro Asp Val Leu Met Val Gly Glu He Arg Asp 

340 345 350 

Gin Glu Thr Ala Glu He Ala He Gin Ala Ala Leu Thr Gly His Leu 

355 360 365 

Val Val Ser Thr Leu His Thr Asn Asp Ala Val Ser Ala He Pro Arg 

370 375 380 

Leu Leu Asp Met Gly Val Glu Pro Tyr Leu Leu Ser Ala Thr Met He 
385 390 395 400 

Gly Leu Ser Leu Asn Asp Ser Ser Val Glu Phe Val Arg He Ala Lys 

405 410 415 

Asn Ser Val Trp Pro Met Cys Lys Asn Arg Leu Tyr 
420 425 



(2) INFORMATIONS POUR LA SEQ ID NO : 890: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 144 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 87242 9 872860 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 890: 



Cys 


Cys 


Phe 


Cys 


Asn 


Pro 


Ala 


Ser 


Phe 


Arg 


His 


Glv 


Ser 


Arg 


Ala 


Leu 


1 








5 










10 










15 




Phe 


He 


He 


Arg 
20 


Asn 


Asn 


Asp 


Arcr 


Ala 
25 


Val 


Ala 


Gin 


Arg 


Leu 
30 


Val 


Arg 


Arg 


He 


Cys 
35 


Thir 


His 


Cys 


Lys 


Glu 
40 


Phe 


Cys 


Val 


Ala 


Asp 
45 


Val 


Gin 


Glu 




Ala 
50 


Leu 


Leu 


Arg 


Ala 


Leu 
55 


Glv 


Lys 


Asp 


Pro 


Phe 
60 


Ala 


Pro 


Leu 


Cvs 


Lys 


Gly 


Arg 


Gly 


Cys 


Ser 


Gin 


Cys 


Phe 


Arg 


Ser 


Gly 


Tyr 


Lys 


Gly 


Arg 


65 










70 










75 










80 


Gin 


Gly 


He 


Tyr 


Glu 
85 


Phe 


Val 


Asp 


Val 


Thr 
90 


Thr 


Thr 


Leu 


Arg 


Ser 
95 


Glu 


He 


Ala 


Leu 


Gly 
100 


Arg 


Pro 


Tyr 


His 


He 
105 


Leu 


Arg 


Gly 


Val 


Ala 
110 


Glu 


Arg 


Glu 


Gly 


Tyr 
115 


Cys 


Pro 


Leu 


Leu 


Glu 
120 


His 


Gly 


Val 


Glu 


Leu 
125 


Ala 


Leu 


Ala 


Gly 


Glu 
130 


Thr 


Thr 


Leu 


Ser 


Glu 
135 


Val 


Leu 


Arg 


Val 


Ala 
140 


Lys 


Arg 


Ser 


Glu 



(2) INFORMATIONS POUR LA SEQ ID NO: 891: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 47 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 87287 5 873 9 1 5 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 891: 

Met Ala Arg Phe Leu Cys Thr Tyr Leu Asp Gin Ser Glu Lys Lys Arg 

1 5 10 15 

Arg Ser Phe Val Glu Ala Phe His Gin Arg Glu Ala Arg Glu Leu Leu 

20 25 30 

Ala Ala Gin Gly Ala Arg He Leu Asp He Arg Lys Val Arg Glu Arg 

35 40 45 

Asn Tyr Arg Val Thr Thr Thr Glu Leu Val He Phe Thr Lys Gin Leu 

50 55 60 

Ala Leu Leu Leu Arg Ser Gly He Ser Leu Tyr Asp Ala Leu Thr Ser 
65 70 75 80 

Leu Arg Asp Gin Tyr Gin Gly His Ala Leu Ala Gly Val Leu Thr Ser 

85 90 95 

Leu Met Glu Ala Leu Arg Ser Gly Gly Val Phe Ser Glu Ala Leu Ala 

100 105 110 

Arg Leu Pro His He Phe Asp Ser Phe Tyr Gin Asn Ser Val Arg Ser 

115 120 125 

Gly Glu Ser lie Gly Asn Leu Glu Gly Ala Leu Met Asn He He Lys 

130 135 140 

Val Leu Glu Glu Lys Glu Lys Leu Ser Lys Ser Leu Ala Ala Ala Leu 
145 150 155 160 

Ser Tyr Pro Ala He Leu Leu Val Phe Ser Cys Ala Val Val Val Phe 

165 170 175 

Phe Leu He Gly Val He Pro Thr Leu Lys Glu Thr Phe Glu Asp Met 
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180 185 190 



Glu 


Men. 


inr 


Arg 


Leu 


inr 


Lys 


Aia 


vai 


irne 


Ser 


Cys 


Ser 


inr 


Trp 


rne 






iy j 










o n n 
zuu 










o n cr 








Cys 


Arg 


Tyr 


Lys 


Fne 


Leu 


vai 


Leu 


Leu 


biy 


Cjiy 


T "I a 

lie 


bly 


tjriy 


Ala 


lie 




210 










Z 1 b 










*■> *■> n 










Ser 


Leu 


Arg 


lie 


val 


Trp 


Lys 


Lys 


Arg 


lie 


Cjiy 


Lys 


Arg 


inr 


Leu 


bill 


225 










23 0 










Z3 b 












Ala 


lie 


lie 


Lys 


Lys 


lie 


Pro 


I le 


Leu 


Arg 


Ser 


Leu 


Val 


lie 


Lys 


l le 










*1 A C 

24b 










Z bU 










zbb 




Gly 


Pne 


Cys 


Arg 


Pne 


Cys 


Ser 


vai 


Thr 


Ser 


Ala 


vai 


Leu 


Cjin 


Cjiy 


biy 








260 










265 










270 






Gly 


Asn 


Leu 


He 


Glu 


Ala 


Leu 


Thr 


Leu 


Gly 


Cys 


Glu 


Ala 


Val 


Ser 


Gin 






275 










280 










285 








Asp 


Phe 


Leu 


Arg 


Glu 


Glu 


Leu 


Gin 


Glu 


Val 


He 


Gin 


Ala 


Val 


Val 


Arg 




290 










295 










300 










Gly 


Gly 


Ser 


Leu 


Ser 


Arg 


Glu 


Leu 


Ser 


His 


Arg 


Thr 


Trp 


Thr 


Pro 


Lys 


305 










310 










315 










320 


Leu 


Val 


lie 


Gly 


Met 


Val 


Ala 


Leu 


Gly 


Glu 


Glu 


Ser 


Gly 


Asp 


Leu 


Ala 










325 










330 










335 




Val 


Val 


Phe 


Ala 


His 


Val 


Ala 


Gin 


He 


Tyr 


Arg 













340 345 



(2) INFORMATIONS POUR LA SEQ ID NO: 892: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 151 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

<iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 873 3 60 87 3 8 12 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 892: 



Asp 


Ser 


Ser 


Arg 


Leu 


Lys 


Asp 


Pro 


Pro 


Arg 


Thr 


Thr 


Ala 


Trp 


He 


Thr 


1 








5 










10 










15 




Ser 


Cys 


Ser 


Ser 


Ser 


Arg 


Lys 


Lys 


Ser 


Cys 


Asp 


Thr 


Ala 


Ser 


His 


Pro 








20 










25 










30 






Asn 


Val 


Arg 


Ala 


Ser 


He 


Lys 


Phe 


Pro 


Pro 


Pro 


Cys 


Lys 


Thr 


Ala 


Asp 






35 










40 










45 








Val 


Thr 


Glu 


Gin 


Asn 


Arg 


Gin 


Asn 


Pro 


He 


Leu 


He 


Thr 


Arg 


Leu 


Arg 




50 










55 










60 










Lys 


He 


Gly 


He 


Phe 


Leu 


He 


He 


Ala 


Ser 


Arg 


Val 


Leu 


Phe 


Pro 


He 


65 










70 










75 










80 


Arg 


Phe 


Phe 


Gin 


Thr 


Met 


Arg 


Arg 


Asp 


He 


Ala 


Pro 


Pro 


He 


Pro 


Pro 










85 










90 










95 




Ser 


Lys 


Thr 


Arg 


Asn 


Leu 


Tyr 


Leu 


Gin 


Asn 


His 


Val 


Leu 


His 


Glu 


Lys 








100 










105 










110 






Thr 


Ala 


Phe 


Val 


Ser 


Leu 


Val 


He 


Ser 


He 


Ser 


Ser 


Lys 


Val 


Ser 


Phe 






115 










120 










125 








Asn 


Val 


Gly 


Met 


Thr 


Pro 


He 


Arg 


Lys 


Asn 


Thr 


Thr 


Thr 


Ala 


Gin 


Glu 




130 










135 










140 










Asn 


Thr 


Asn 


Lys 


He 


Ala 


Gly 





















145 150 
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(2) INFORMATIONS POUR LA SEQ ID NO: 893: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 137 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME: 874 028 .. 87443 8 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 893: 



Gin 


Ala 


Val 


Phe 


Lys 


Arg 


Phe 


Asn 


Tyr 


Arg 


Arg 


Glu 


Thr 


Val 


Lys 


Lys 


1 








5 










10 










15 




Thr 


Lys 


Lys 


Arg 


Lys 


Gin 


Ser 


He 


Thr 


Leu 


Val 


Glu 


Met 


Met 


Val 


Val 








20 










25 










30 






lie 


Thr 


Leu 


He 


Gly 


He 


He 


Gly 


Gly 


Ala 


Leu 


Ala 


Phe 


Asn 


Met 


Arg 






35 










40 










45 








Gly 


Ser 


Leu 


Gin 


Lys 


Gly 


Lys 


He 


Phe 


Gin 


Thr 


Glu 


Gin 


Asn 


Cys 


Ala 




50 










55 










60 










Arg 


Val 


Tyr 


Asp 


Val 


Leu 


Met 


Met 


Glu 


Tyr 


Ala 


Ser 


Gly 


Asn 


Leu 


Ser 


65 










70 










75 










80 


Leu 


Lys 


Glu 


Val 


He 


Ala 


Asn 


Lys 


Glu 


Ala 


He 


Leu 


Glu 


Asp 


Ser 


Ala 










85 










90 










95 




Trp 


Cys 


Lys 


Glu 


He 


Lys 


Lys 


Leu 


Leu 


Lys 


Asp 


Ala 


Trp 


Gly 


Glu 


Asp 








100 










105 










110 






Leu 


Leu 


Val 


Lys 


Met 


Asn 


Asp 


Lys 


Gly 


Asp 


Asp 


He 


Val 


Val 


Phe 


Ser 






115 










120 










125 








Lys 


Lys 


Val 


Arg 


Asn 


Glu 


Gin 


Arg 


Gly 

















130 135 



(2) INFORMATIONS POUR LA SEQ ID NO: 894: 

<i) CARACTERI STIQUES DE LA SEQUENCE : . 

(A) LONGUEUR: 2 03 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 874778 87 53 86 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 894: 



Arg 


Arg 


Arg 


Gin 


Ala 


Phe 


Met 


Phe 


Gly 


Arg 


Arg 


Tyr 


Gly 


Gly 


Leu 


He 


1 








5 










10 










15 




Pro 


Trp 


Pro 


Glu 


Lys 


Gly 


Ser 


Arg 


Cys 


Thr 


Glu 


Val 


Phe 


Met 


Phe 


Arg 








20 










25 










30 






Lys 


He 


Lys 


Lys 


Lys 


Arg 


Ala 


Phe 


Leu 


Leu 


Ser 


Glu 


Leu 


Leu 


He 


Ala 






35 










40 










45 








Cys 


Val 


Leu 


He 


Ser 


Leu 


Leu 


Leu 


Gly 


Ser 


Leu 


Gly 


Tyr 


Trp 


Thr 


Arg 




50 










55 










60 










Arg 


He 


Trp 


He 


Ser 


His 


Lys 


Glu 


Lys 


Glu 


His 


Val 


Tyr 


Arg 


He 


Phe 


65 










70 










75 










80 


Leu 


Asn 


Glu 


Ser 


Lys 


Thr 


Tyr 


Arg 


Phe 


Leu 


Arg 


Gly 


Thr 


Phe 


Leu 


Ser 
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85 90 95 

Thr lie Ala Met Glu Ala Gin Glu Glu Leu Val Phe Ser Phe Asp Arg 

100 105 110 

Gly Val Tyr Val Asp Pro His Leu Ala Gly Val Val Gin Gly Thr Leu 

115 120 125 

His Tyr Asp Pro lie Thr Gin Glu lie Ser Leu lie Val Ala Ser Glu 

130 135 140 

Arg Glu Glu Ala Arg Gin Glu Lys lie Ser Leu Trp Thr His Val Leu 
145 150 155 160 

Ser Met Glu Trp Lys Val Leu Arg Tyr Gin Gly Leu Gly Glu Gly Pro 

165 170 175 

Asp Arg Val Tyr Leu Thr Leu Val Arg Lys Val Gly Ala Leu Pro Pro 

180 185 190 

Arg Thr Leu Ser Tyr lie Phe Ala Val Gly Arg 
195 200 



(2) INFORMATIONS POUR LA SEQ ID NO : 89 5: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 203 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 87 5774 87 63 82 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 895: 



Val 


Ala 


Thr 


Arg 


Thr 


Val 


Cys 


Ala 


Val 


Arg 


Ala 


His 


Ser 


Ser 


Arg 


Cys 


1 








5 










10 










15 




Gly 


Val 


Pro 


Gly 


Lys 


Lys 


Ala 


Leu 


Pro 


Ala 


Gin 


Lys 


Glu 


Glu 


Asn 


Asn 








20 










25 










30 






Ser 


Pro 


Thr 


Pro 


Lys 


Pro 


Gly 


Ser 


Glu 


Trp 


Pro 


Glu 


Asn 


Gly 


Ser 


Pro 






35 










40 










45 








Pro 


Glu 


Lys 


Glu 


Thr 


Arg 


Trp 


Val 


Glu 


Lys 


Lys 


Pro 


Lys 


Ser 


Asn 


Lys 




50 










55 










60 










Thr 


Thr 


Arg 


Ser 


Leu 


Leu 


His 


Phe 


Leu 


Asn 


Tyr 


Glu 


Glu 


Lys 


Asn 


Thr 


65 










70 










75 










80 


Asn 


Gin 


Gly 


Arg 


Leu 


Asn 


Leu 


Leu 


Phe 


Thr 


Asp 


Pro 


Val 


He 


Leu 


Gin 










85 










90 










95 




Ala 


Phe 


lie 


Asn 


Asn 


Ser 


Lys 


Ala 


Tyr 


Ser 


Glu 


Leu 


Glu 


Arg 


Val 


Arg 








100 










105 










110 






Gin 


Glu 


Val 


Trp 


Glu 


Ser 


Ala 


Arg 


Gin 


Gin 


Glu 


Leu 


Ala 


He 


Lys 


Ala 






115 










120 










125 








Tyr 


Gly 


Gin 


Ala 


Ala 


Ala 


Leu 


Glu 


He 


Phe 


Lys 


Thr 


Arg 


Thr 


Asp 


Phe 




130 










135 










140 










Arg 


Thr 


Glu 


Leu 


Gin 


Asp 


Lys 


Thr 


Gin 


Val 


He 


Leu 


His 


Arg 


Tyr 


Asp 


145 










150 










155 










160 


Leu 


Leu 


Ser 


Leu 


Leu 


Asn 


Lys 


Lys 


Val 


Phe 


Asp 


Tyr 


Thr 


Leu 


Gly 


Thr 










165 










170 










175 




Ala 


Gly 


Asp 


Tyr 


He 


Phe 


Val 


Val 


Asp 


Pro 


Glu 


Asn 


GlU 


Gly 


Val 


Asn 








180 










185 










190 






Arg 


Ser 


Arg 


Cys 


Val 


Ser 


Arg 


Arg 


Lys 


Thr 


Asn 













195 200 



1600 



(2) INFORMATIONS POUR LA SEQ ID NO : 89 6: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 27 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 877 000 877809 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 896: 

Phe Gin Lys Pro Ala Asp Tyr Val Trp Thr Val Phe Leu Leu Leu Ala 

1 5 10 ; 15 

Ala Arg lie Leu Ser Met Leu Ser lie lie Pro Phe Leu Gly Ala Lys 

20 25 30 

Leu Phe Pro Ser Pro lie Lys lie Gly lie Ala Leu Ser Trp Met Gly 

35 40 45 

Leu Leu Leu Pro Gin Val lie Gin Asp Ser Thr lie Val His Tyr Gin 

50 55 60 

Asp Leu Asp lie Phe Tyr lie Leu Leu lie Lys Glu lie Leu lie Gly 
65 70 75 80 

Val Leu lie Gly Phe Leu Phe Ser Phe Pro Phe Tyr Ala Ala Gin Ser 

85 90 95 

Ala Gly Ser Phe lie Thr Asn Gin Gin Gly lie Gin Gly Leu Glu Gly 

100 105 110 

Ala Thr Ser Leu Val Ser lie Glu Gin Thr Ser Pro His Gly lie Phe 

115 120 125 

Tyr His Tyr Phe Val Thr lie Val Phe Trp Leu Ala Gly Gly His Arg 

130 135 140 

lie lie Leu Ser Val Leu Leu Gin Ser Leu Glu lie lie Pro Leu His 
145 150 155 160 

Ala Val Phe Pro Glu Ser Met Met Ser Leu Arg Ala Pro Met Trp lie 

165 170 175 

Ala lie Leu Lys Met Cys Gin Leu Cys Leu lie Met Thr lie Gin Leu 

180 185 190 

Ser Ala Pro Ala Ala Val Ala Met Leu Met Ser Asp Leu Phe Leu Gly 

195 200 205 

lie lie Asn Arg Met Ala Pro Gin Val Gin Val lie Tyr Leu Leu Ser 

210 215 220 

Ala Leu Lys Ala Phe Met Gly Leu Leu Phe Leu Thr Leu Ala Trp Trp 
225 230 _ 235 240 

Phe lie Val Lys Gin lie Asp Tyr Phe Thr Leu Ala Trp Phe Lys Glu 

245 250 255 

lie Pro Thr Met Leu Phe Gly Ala His Pro Pro Lys Val Leu 
260 265 270 



(2) INFORMATIONS POUR LA SEQ ID NO: 897: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 92 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



1601 



(viii) POSITION DANS LE GENOME : complement ( 87787 6 878151 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 897: 

Met Leu Ala Thr Ser Phe Lys Ser lie Leu Phe Glu Tyr Ser Tyr Glu 

15 10 15 

Ala Leu Leu Leu lie Leu lie lie Ser Ala Pro Pro lie He Leu Ala 

20 25 30 

Ser Val Val Gly He Met Val Ala He Phe Gin Ala Ala Thr Gin He 

35 40 45 

Gin Glu Gin Thr Phe Ala Phe Ala He Lys Leu Val Val He Phe Gly 

50 55 60 

Thr Leu Met He Thr Gly Gly Trp Leu Cys Ser Met He Leu Arg Phe 
65 70 75 80 

Ala Ala Gin He Phe Gin Asn Phe Tyr Lys Trp Lys 
85 90 



(2) INFORMATIONS POUR LA SEQ ID NO: 898: 

(i) CARACTER I STI QUES DE LA SEQUENCE: 

(A) LONGUEUR: 22 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 878172 878846 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 898: 

Ser Glu Thr Tyr Pro Asp Leu Thr Thr Gin Ala Val He Leu Leu Phe 

15 10 15 

Leu Ala Leu Ser Pro Phe Leu Val Met Leu Leu Thr Ser Tyr Leu Lys 

20 25 30 

He He He Thr Leu Val Leu Leu Arg Asn Ala Leu Gly Val Gin Gin 

35 40 45 

Thr Pro Pro Ser Gin Val Leu Asn Gly He Ala Leu He Leu Ser He 

50 55 60 

Tyr Val Met Phe Pro Thr Gly Val Ala Met Tyr His Asp Ala Lys Lys 
65 70 75 80 

Gly He Glu Ser Ser Ala Val Pro Arg Asp Leu Phe Ser Ala Glu Gly 

85 90 95 

Ala Glu Thr Val Phe Val Ala Leu Asn Lys Ser Lys Glu Pro Leu Arg 

100 105 110 

Ser Phe Leu He Lys Asn Thr Pro Lys Pro Gin He Gin Ser Phe Tyr 

- H5 120 125 

Lys He Ser Gin Lys Thr Phe Pro Pro Glu Leu Arg Gin Gin Leu Thr 

130 135 140 

Pro Ser Asp Phe Met He He He Pro Ala Phe He Met Gly Gin He 
145 150 155 160 

Lys Asn Ala Phe Glu He Gly Val Leu He Tyr Leu Pro Phe Phe Val 

165 170 175 

He Asp Leu Val Thr Ala Asn Val Leu Val Ala Met Gin Met Met Met 

180 185 190 

Leu Ser Pro Leu Ser He Ser Leu Pro Leu Lys Leu Leu Leu Val Val 
195 200 205 



1602 



Met Val Asp Gly Trp Thr Leu Leu Leu Glu Gly Leu Met lie Ser Phe 
210 215 220 

Lys 
225 



(2) INFORMATIONS POUR LA SEQ ID NO: 89 9: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 93 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 878883 .. 87 9 1 61 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 899: 



Gin 


Val 


Leu 


Ser 


Phe 


Tyr 


Arg 


Trp 


Ser 


He 


Arg 


Trp 


Thr Thr 


Lys 


Arg 


1 








5 










10 








15 




Leu 


Phe 


Ser 


Phe 


Phe 


Trp 


Arg 


Cys 


Trp 


Lys 


Phe 


Leu 


Leu Arg 


Ser 


Gly 








20 










25 








30 






Arg 


Ala 


Arg 


Lys 


Ala 


Arg 


Arg 


Gly 


Ala 


Leu 


Cys 


Cys 


Gly Thr 


Ser 


Thr 






35 










40 










45 






Gly 


Glu 


Ala 


He 


Gly 


Ser 


Ala 


Lys 


Asn 


Ala 


Glu 


Lys 


Glu Glu 


Asn 


Ser 




50 










55 










60 








Asn 


Asn 


Gin 


Ser 


His 


Lys 


He 


Gin 


Tyr 


Leu 


Val 


Phe 


Leu Ala 


Leu 


Arg 


65 










70 










75 








80 


Leu 


He 


Cys 


Cys 


Arg 


Ser 


Val 


Arg 


Arg 


Phe 


Phe 


Met 


Phe 







85 90 



(2) INFORMATIONS POUR LA SEQ ID NO: 900: 

(i) CARACTERISTIQUES DE LA SEQUENCE.: 

(A) LONGUEUR: 223 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 879105 .. 879773 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 9 00: 



Met 


Lys 


Phe 


Phe 


Ser 


Leu 


He 


Tyr 


Lys 


Asp 


Gin 


Glu 


Val 


Val 


Pro 


Asn 


1 








5 










10 










15 




Lys 


Lys 


Val 


Leu 


Ser 


Pro 


Asp 


Ala 


Tyr 


Thr 


Ala 


Val 


Leu 


Thr 


Ala 


Gin 








20 










25 










30 






Glu 


Leu 


Leu 


Glu 


Lys 


Thr 


Gin 


Glu 


Asp 


Cys 


Glu 


Ala 


Tyr 


Thr 


Gin 


Asn 






35 










40 










45 








Thr 


His 


Glu 


Glu 


Cys 


Ala 


Lys 


Leu 


Arg 


Glu 


Glu 


Ala 


Lys 


Asn 


Gin 


Gly 




50 










55 










60 










Phe 


Gin 


Glu 


Gly 


Ser 


Lys 


Ala 


Trp 


Ser 


Lys 


Gin 


Leu 


Ala 


Phe 


Leu 


He 


65 










70 










75 










80 


Thr 


Glu 


Thr 


Gin 


Ala 


Met 


Arg 


Glu 


Gin 


He 


Lys 


Ala 


Ser 


Leu 


Val 


Pro 
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85 90 95 

Leu Ala lie Ala Ser Val Lys Lys lie lie Gly Lys Glu Leu Glu Thr 

100 105 110 

Lys Pro Glu Thr Val Val Ser lie lie Ser Glu Ser Leu Lys Asp Leu 

115 120 125 

Thr Gin Asn Lys Arg lie Val lie His lie Asn Pro Gin Asp Leu Ala 

130 135 140 

lie Val Glu Gin His Arg Pro Glu Leu Lys Lys Leu Val Glu Tyr Ala 
145 150 155 160 

Asp Val Leu Leu Leu Ser Pro Lys Ala Ser Val Ser Pro Gly Gly Cys 

165 170 175 

lie lie Glu Thr Glu Thr Gly lie Val Asn Ala Gin Leu Asp Val Gin 

180 185 190 

Leu Ala Ala Leu Glu Gin Ala Phe Ser Ala lie Leu Lys His Lys Lys 

195 200 205 

Pro Ala Asp Ala Ser Thr Thr Asp Gin Pro Gin Ser Lys Lys Asp 
210 215 220 



(2) INFORMATIONS POUR LA SEQ ID NO: 901: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 278 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 880 052 88 0885 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 9 01: 

Val Thr Ala Asn Thr Phe Gly He Leu Asn He Leu Met Lys Gin Ala 

15 10 15 

Lys Ala Asp Asp Leu Ala Gin Phe Leu Pro Glu His Leu Leu Leu Asp 

20 25 30 

Ser Pro His His Gin Asp He Pro Leu Gin Ser Leu Ser Phe Asn Met 

35 40 45 

Arg Trp Leu Ala Thr He His Pro Ser Trp He Ser Val Ala Met Lys 

50 55 60 

Glu Phe Pro Pro Val Val Gin Ser Gin Leu Leu Ala Trp Leu Pro Leu 
65 70 75 80 

Pro Leu Thr Gin Glu Leu Leu Pro Leu Leu Asp Ser Gly Val Thr Pro 

85 90 95 

Ala Thr Lys Arg Cys Leu Asp Phe Gly Ala Phe Tyr Leu Leu Asp Leu 

100 105 110 

Leu Ser Lys Lys Val Arg Pro Pro Gly He Thr Glu Glu He Phe Leu 

115 120 125 

Pro Ala Ser Pro Phe Asn Ala Met Leu Tyr Tyr Val Gly Pro Thr Lys 

130 135 140 

Met Ala Leu He Asn Cys Leu Gly Leu Tyr Thr Leu Ala Gin Glu Met 
145 150 155 160 

Arg Asn Val Val Asp Arg Val Val He Asp Arg Val Gin Arg Val Leu 

165 170 175 

Ser Glu Thr Glu Arg Met Phe Leu Asn Tyr Cys Lys Thr His Pro Met 

180 185 190 

Lys His Leu Glu Pro Thr Ala Phe Leu Ala Ser Trp Glu Glu Asp Gin 
195 200 205 
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Ala Leu Arg His Phe 
210 

Ala Leu Ala Lys Glu 
225 

Leu Asp Val Gly Arg 
245 

lie Asp Ser Pro His 
260 

lie Ser lie Leu Val 
275 



lie His Val Gin Gly 
215 

Asp Ser Ser Phe Leu 
230 

Gly Tyr lie Phe Glu 
250 

Asn Glu Tyr Phe Arg 
265 

Gin 



Leu Arg Phe Leu Ala Arg 
220 

Trp Tyr Phe lie Arg Arg 
235 240 
Lys Ala Leu Gin Ser Ser 
255 

Glu Arg Leu Glu His Cys 
270 



(2) INFORMATIONS POUR LA SEQ ID NO: 9 02: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 314 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 88088 9 88 183 0 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 902: 



Phe 


He 


Leu 


Ala 


Leu 


Phe 


Phe 


Cys 


Ser 


Ala 


Cys 


Asp 


Ser 


Arg 


Ser 


Met 


1 








5 










10 










15 




He 


Thr 


His 


Gly 


Leu 


Ser 


Gly 


Arg 


Asp 


Ala 


Asn 


Glu 


He 


Val 


Val 


Leu 








20 










25 










30 






Leu 


Val 


Ser 


Lys 


Gly 


Val 


Ala 


Ala 


Gin 


Lys 


Val 


Pro 


Gin 


Ala 


Ala 


Ser 






35 










40 










45 








Ser 


Thr 


Gly 


Gly 


Ser 


Gly 


Glu 


Gin 


Leu 


Trp 


Asp 


He 


Ser 


Val 


Pro 


Ala 




50 










55 










60 










Ala 


Gin 


He 


Thr 


Glu 


Ala 


Leu 


Ala 


He 


Leu 


Asn 


Gin 


Ala 


Gly 


Leu 


Pro 


65 










70 










75 










80 


Arg 


Met 


Lys 


Gly 


Thr 


Ser 


Leu 


Leu 


Asp 


Leu 


Phe 


Ser 


Lys 


Gin 


Gly 


Leu 










85 










90 










95 




Val 


Pro 


Ser 


Glu 


Met 


Gin 


Glu 


Lys 


He 


Arg 


Tyr 


Gin 


Glu 


Gly 


Leu 


Ser 








100 










105 










110 






Glu 


Gin 


Met 


Ala 


Thr 


Thr 


He 


Arg 


Lys 


Met 


Asp 


Gly 


He 


Val 


Asp 


Ala 






115 










120 










125 








Ser 


Val 


Gin 


He 


Ser 


Phe 


Ser 


Pro 


Glu 


Glu 


Asp 


Gin 


Arg 


Pro 


Leu 


Thr 




130 










135 










140 










Ala 


Ser 


Val 


Tyr 


He 


Lys 


His 


Arg 


Gly 


Val 


Leu 


Asp 


Asn 


Pro 


Asn 


Ser 


145 










150 










155 










160 


He 


Met 


Val 


Ser 


Lys 


He 


Lys 


Arg 


Leu 


Val 


Ala 


Ser 


Ala 


Val 


Pro 


Gly 










165 










170 










175 




Leu 


Tyr 


Pro 


Glu 


Asn 


Val 


Ser 


Val 


Val 


Ser 


Asp 


Arg 


Ala 


Ser 


Tyr 


Ser 








180 










185 










190 






Asp 


He 


Thr 


He 


Asn 


Gly 


Pro 


Trp 


Gly 


Leu 


Ser 


Asp 


Glu 


Met 


Asp 


Tyr 






195 










200 










205 








Val 


Ser 


Val 


Trp 


Gly 


He 


He 


Leu 


Ala 


Lys 


His 


Ser 


Leu 


Thr 


Lys 


Phe 




210 










215 










220 










Arg 


Leu 


Val 


Phe 


Tyr 


Phe 


Leu 


He 


Leu 


Leu 


Leu 


Phe 


He 


Leu 


Ser 


Cys 


225 










230 










235 










240 


Gly 


Leu 


Leu 


Trp 


Val 


lie 


Trp 


Lys 


Thr 


His 


Thr 


Leu 


He 


Ser 


Ala 


Leu 










245 










250 










255 




Gly Gly 


Thr 


Lys 


Gly 


Phe 


Phe 


Asp 


Pro 


Ala 


Pro 


Tyr 


Ser 


Gin 


Leu 


Ser 
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260 265 270 

Phe Thr Gin Asn Lys Pro Ala Pro Lys Glu Thr Pro Gly Ala Ala Glu 

275 280 285 

Gly Ala Glu Ala Gin Thr Ala Ser Glu Gin Pro Pro Lys Glu Asn Ala 

290 295 300 

Glu Lys Gin Glu Glu Asn Asn Glu Asp Ala 
305 310 



(2) INFORMATIONS POUR LA SEQ ID NO: 903: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 319 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 881 948 882 9 04 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 903: 



Lys 


Met 


Thr 


Asp 


Ser 


Glu 


Ser 


Pro 


Thr 


Pro 


Lys 


Lys 


Ser 


He 


Pro 


Ala 


1 








5 










10 










15 




Arg 


Phe 


Pro 


Lys 


Trp 


Leu 


Arg 


Gin 


Lys 


Leu 


Pro 


Leu 


Gly 


Arg 


Val 


Phe 








20 










25 










30 






Ala 


Gin 


Thr 


Asp 


Asn 


Thr 


He 


Lys 


Asn 


Lys 


Gly 


Leu 


Pro 


Thr 


Val 


Cys 






35 










40 










45 








Glu 


Glu 


Ala 


Ser 


Cys 


Pro 


Asn 


Arg 


Thr 


His 


Cys 


Trp 


Ser 


Arg 


His 


Thr 




50 










55 . 










60 










Ala 


Thr 


Tyr 


Leu 


Ala 


Leu 


Gly 


Asp 


Ala 


Cys 


Thr 


Arg 


Arg 


Cys 


Gly 


Phe 


65 










70 










75 










80 


Cys 


Asp 


He 


Asp 


Phe 


Thr 


Arg 


Asn 


Pro 


Leu 


Pro 


Pro 


Asp 


Pro 


Glu 


Glu 










85 










90 










95 




Gly Ala 


Lys 


He 


Ala 


Glu 


Ser 


Ala 


Lys 


Ala 


Leu 


Gly 


Leu 


Lys 


His 


He 








100 










105 










110 






Val 


He 


Thr 


Met 


Val 


Ser 


Arg 


Asp 


Asp 


Leu 


Glu 


Asp 


Gly 


Gly 


Ala 


Ser 






115 










120 










125 








Ala 


Leu 


Val 


His 


He 


He 


Glu 


Thr 


Leu 


His 


Thr 


Glu 


Leu 


Pro 


Thr 


Ala 




130 










135 










140 










Thr 


He 


Glu 


Val 


Leu 


Ala 


Ser 


Asp 


Phe 


Glu 


Gly Asn 


He 


Ala 


Ala 


Leu 


145 










150 










155 










160 


His 


His 


Leu 


Leu 


Asp 


Thr 


His 


He 


Ala 


He 


Tyr 


Asn 


His 


Asn 


Val 


Glu 










165 










170 










175 




Thr 


Val 


Glu 


Arg 


Leu 


Thr 


Pro 


Phe 


Val 


Arg 


His 


Lys 


Ala 


Thr 


Tyr 


Arg 








180 










185 










190 






Arg 


Ser 


Leu 


Met 


Met 


Leu 


Glu 


Asn 


Ala 


Ala 


Lys 


Tyr 


Leu 


Pro 


Asn 


Leu 






195 










200 










205 








Met 


Thr 


Lys 


Ser 


Gly 


He 


Met 


Val 


Gly 


Leu 


Gly 


Glu 


Gin 


Glu 


Ser 


Glu 




210 










215 










220 










Val 


Lys 


Gin 


Thr 


Leu 


Lys 


Asp 


Leu 


Ala 


Asp 


His 


Gly 


Val 


Lys 


He 


Val 


225 










230 










235 










240 


Thr 


He 


Gly 


Gin 


Tyr 


Leu 


Arg 


Pro 


Ser 


Arg 


Arg 


His 


He 


Pro 


Val 


Lys 










245 










250 










255 




Ser 


Tyr 


Val 


Ser 


Pro 


Glu 


Thr 


Phe 


Asp 


Tyr 


Tyr 


Arg 


Ser 


Val 


Gly 


Glu 








260 










265 










270 






Ser 


Leu 


Gly 


Leu 


Phe 


He 


Tyr 


Ala 


Gly 


Pro 


Phe 


Val 


Arg 


Ser 


Ser 


Phe 






275 










280 










285 
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Asn Ala Asp Ser Val Phe Glu Ala Met Arg Gin Gly Lys Pro Gin Pro 

290 295 300 

Leu Arg Tyr Phe Arg Thr Lys lie Ser His lie Thr Cys Ser Phe 
305 310 315 



(2) INFORMATIONS POUR LA SEQ ID NO: 904: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 98 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement < 882901 883794 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 904: 



Thr 


Ser 


Lys 


Lys 




Leu 


Lys 


Lys 




Pro 


Leu 


Leu 


Ala 


Glu 


Gly 


Val 


i 








5 










1 0 










15 




1 le 


biy 


Cys 


\j X U 


i: 1 1c: 


Ala 


Cor 


Leu 




n i o 


lill 




o j.y 






Val 








o n 










2 5 










3 0 






Ser 


vai 


lie 




Ala 
£\ La. 




o fcr JL 




Tip 

X X fc= 


J-j tr Li. 


/lid 


Li trU. 




Ron 
Ao 11 


Prn 

IrX yJ 




































Tl 0 

lie 


Ser 


Lys 


T'Vit- 
J- Xl-L 


Mo t~ 


tr L It! 


ASp 


Lys 


DVip 


T>rr 
liii 


ai y 


Gin 


uiy 


Leu 


Arg 


Phe 














55 










60 










Val 


Leu 


Glu 


Ala 


Ser 


Val 


Ser 


Asn 


He 


Glu 


Asp 


He 


Gly 


Asp 


Arg 


Val 


65 










70 










75 










80 


Arg 


Leu 


Thr 


He 


Asn 


Gly 


Asn 


Val 


Glu 


Glu 


Tyr 


Asp 


Tyr 


Val 


Leu 


Val 










85 










90 










95 




Ser 


He 


Gly 


Arg 


Arg 


Leu 


Asn 


Thr 


Glu 


Asn 


He 


Gly 


Leu 


Asp 


Lys 


Ala 








100 










105 










110 






Gly 


Val 


He 


Cys 


Asp 


Glu 


Arg 


Gly 


Val 


He 


Pro 


Thr 


Asp 


Ala 


Thr 


Met 






115 










120 










125 








Arg 


Thr. 


Asn 


Val 


Pro 


Asn 


He 


Tyr 


Ala 


He 


Gly 


Asp 


He 


Thr 


Gly 


Lys 




130 










135 










140 










Trp 


Gin 


Leu 


Ala 


His 


Val 


Ala 


Ser 


His 


Gin 


Gly 


He 


He 


Ala 


Ala 


Arg 


145 










150 










155 










160 


Asn 


He 


Gly 


Gly 


His 


Lys 


Glu 


Glu 


He 


Asp 


Tyr 


Ser 


Ala 


Val 


Pro 


Ser 










165 










170 










175 




Val 


He 


Phe 


Thr 


Phe 


Pro 


Glu 


Val 


Ala 


Ser 


Val 


Gly 


Leu 


Ser 


Pro 


Thr 








180 










185 










190 






Ala 


Ala 


Gin 


Gin 


Gin 


Lys 


He 


Pro 


Val 


Lys 


Val 


Thr 


Lys 


Phe 


Pro 


Phe 






195 










200 










205 








Arg 


Ala 


He 


Gly 


Lys 


Ala 


Val 


Ala 


Met 


Gly 


Glu 


Ala 


Asp 


Gly 


Phe 


Ala 




210 










215 










220 










Ala 


He 


He 


Ser 


His 


Glu 


Thr 


Thr 


Gin 


Gin 


He 


Leu 


Gly 


Ala 


Tyr 


Val 


225 










230 










235 










240 


He 


Gly 


Pro 


His 


Ala 


Ser 


Ser 


Leu 


He 


Ser 


Glu 


He 


Thr 


Leu 


Ala 


Val 








245 










250 










255 




Arg 


Asn. 


Glu 


Leu 


Thr 


Leu 


Pro 


Cys 


He 


Tyr 


Glu 


Thr 


He 


His 


Ala 


His 








260 










265 










270 






Pro 


Thr 


Leu 


Ala 


Glu 


Val 


Trp 


Ala 


Glu 


Ser 


Ala 


Leu 


Leu 


Ala 


Val 


Asp 






275 










280 










285 








Thr 


Pro 


Leu 


His 


Met 


Pro 


Pro 


Ala 


Lys 


Lys 















290 295 



1607 



(2) INFORMATIONS POUR LA SEQ ID NO: 905: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 212 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 883 661 88429 6 ) 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 9 05: 



Met 


Asn 


Glu 


Ala 


Phe 


Asp 


Cys 


Val 


Val 


He 


Gly 


Ala 




pv-n 






1 








5 










10 










15 




Tyr 


Val 


Ala 


Ala 


He 


Thr 


Ala 


Ala 


Gin 


Ala 


Gly 


Leu 


Lys 


Thr 


Ala 


Leu 








20 










25 










30 






He 


Glu 


Lys 


Arg 


Glu 


Ala 


Gly 


Gly 


Thr 


Cys 


Leu 


Asn 


Arg 


Gly 


Cys 


He 






35 










40 










45 








Pro 


Ser 


Lys 


Ala 


Leu 


Leu 


Ala 


Gly 


Ala 


Glu 


Val 


Val 


Thr 


Gin 


He 


Arg 




50 










55 










60 










His 


Ala 


Asp 


Gin 


Phe 


Gly 


He 


His 


Val 


Glu 


Gly 


Phe 


Ser 


He 


Asn 


Tyr 


65 










70 










75 










80 


Pro 


Ala 


Met 


Val 


Gin 


Arg 


Lys 


Asp 


Ser 


Val 


Val 


Arg 


Ser 


He 


Arg 


Asp 










85 










90 










95 




Gly 


Leu 


Asn 


Gly 


Leu 


He 


Arg 


Ser 


Asn 


Lys 


He 


Thr 


Val 


Phe 


Ser 


Gly 








100 










105 










110 






Xaa 


Gly 


Ser 


Leu 


He 


Ser 


Ser 


Thr 


Glu 


Val 


Lys 


He 


Leu 


Gly 


Glu 


Asn 






115 










120 










125 








Pro 


Ser 


Val 


He 


Lys 


Ala 


His 


Ser 


He 


He 


Leu 


Ala 


Thr 


Gly 


Ser 


Glu 




130 










135 










140 










Pro 


Arg 


Ala 


Phe 


Pro 


Gly 


He 


Pro 


Phe 


Ser 


Ala 


Glu 


Ser 


Pro 


Arg 


He 


145 










150 










155 










160 


Leu 


Cys 


Ser 


Thr 


Gly 


Val 


Leu 


Asn 


Leu 


Lys 


Glu 


He 


Pro 


Gin 


Lys 


Met 










165 










170 










175 




Ala 


He 


He 


Gly 


Gly 


Arg 


Cys 


Asp 


Arg 


Leu 


Arg 


He 


Arg 


Phe 


Leu 


He 








180 










185 










190 






Pro 


Tyr 


Val 


Arg 


Leu 


Arg 


Ser 


Phe 


Cys 


Asp 


Arg 


Ser 


Lys 


Leu 


Ser 


Asn 



195 200 205 



Pro Cys Phe Glu 
210 



(2) INFORMATIONS POUR LA SEQ ID NO: 906: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 163 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 884 508 884 9 9 6 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 9 06: 
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Arg Xaa Asp Leu 
1 

Cys Trp Lys Cys 
20 

Tyr Cys Ser Ala 
35 

Ser Ser Cys His 
50 

Asp Ser Asp Leu 
65 

Asn Ser Gin Asn 

Gin Trp Asp Trp 
100 

Cys Gly Phe Leu 
115 

Ser Gly Leu Val 
130 

Leu Val Gly lie 
145 

His Ser Lys 



Met Pro Phe Ala 
5 

Glu Gly Ser Val 

Phe Leu Gin Asp 
40 

lie Thr Phe Pro 
55 

Phe Ala Val Ser 
70 

Thr Phe Glu Glu 
85 

Leu Gin Tyr Trp 

Thr Phe Ser Leu 
120 

Leu Ser Trp Pro 
135 

Leu Leu Ala Tyr 
150 



Lys Glu Ala Asp 
10 

Ser Ala Cys Met 
25 

Pro Pro Val Thr 

Ser Glu Ala Ser 
60 

Ser Glu Asp Trp 
75 

Pro Val Gin Glu 
90 

Pro Thr Ala Ala 
105 

Met lie Leu Leu 

Lys Asn Arg Ser 
140 

Arg Gly Tyr Arg 
155 



Leu Gin Arg Thr 
15 

Pro Gin Cys Pro 
30 

Ser Lys Gly Phe 
45 

Lys Lys Asn Gly 

Glu Ala Val Leu 
80 

Pro Ala Pro Ser 
95 

Leu Phe Leu Gly 
110 

Phe Ser Thr Asp 
125 

Tyr lie Tyr Ala 

Ser Leu Pro Glu 
160 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 07: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 12 04 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 8851 66 888777 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 907: 



Gin 


Arg 


Leu 


He 


Leu 


Met 


He 


Leu 


Asn 


Ser 


Leu 


Ser 


Met 


Phe 


Arg 


His 


1 








5 










10 










15 




Gin 


Ala 


Thr 


Arg 


Phe 


Leu 


Gin 


Asp 


Asn 


Arg 


Asp 


Ser 


He 


Ala 


Val 


Ser 








20 










25 










30 






Phe 


Ser 


Lys 


Asn 


Thr 


Tyr 


Lys 


He 


Thr 


He 


Pro 


Asp 


Glu 


Asp 


Ser 


Pro 






35 










40 










45 








Asp 


Gly 


Glu 


Trp 


He 


Ser 


Thr 


Leu 


ser 


Phe 


Asn 


Asp 


Glu 


Glu 


Arg 


Leu 




50 










55 










60 










Ser 


Phe 


Ala 


Ala 


Cys 


Ser 


Cys 


Pro 


Asp 


Gly 


Asp 


Cys 


Cys 


Glu 


His 


Leu 


65 










70 










75 










80 


Leu 


Thr 


Ala 


Thr 


Leu 


Ala 


Ala 


Tyr 


Asp 


Pro 


Thr 


Glu 


Gly 


Ala 


Leu 


Leu 










85 










90 










95 




His 


Val 


Lys 


Phe 


Glu 


Ser 


Ser 


Phe 


Trp 


Trp 


Gly 


Leu 


Phe 


Tyr 


Gin 


Leu 








100 










105 










110 






Phe 


Leu 


Ser 


Lys 


Ala 


Pro 


Leu 


His 


Ala 


Pro 


Gly 


Asp 


Lys 


Val 


Tyr 


Thr 






115 










120 










125 








He 


Gin 


Ser 


Gin 


Gin 


Leu 


Ser 


Val 


Ser 


Leu 


Gin 


Cys 


Leu 


Ser 


Ala 


Glu 




130 










135 










140 










Ala 


Leu 


Thr 


Tyr 


Trp 


Leu 


Pro 


He 


Val 


His 


Thr 


Ser 


Pro 


Glu 


Pro 


Gin 


145 










150 










155 










160 


Thr 


He 


Ser 


Lys 


Glu 


Thr 


Phe 


Ser 


Gin 


Ser 


Ala 


Leu 


Tyr 


Arg 


He 


Ala 



1609 



165 

Arg Glu Leu Phe Met 
180 

Glu Asn Pro Gin Gly 
195 

lie Ala Leu Ser lie 
210 

Phe Pro Leu Leu Glu 
225 

Tyr Leu Leu His Asn 
245 

Phe Thr Lys Glu Tyr 
260 

Glu Thr Val Leu Gly 
275 

Thr Ser He Pro Lys 
290 

Leu Asp Arg Ser Phe 
305 

Thr Glu Glu Arg Pro 
325 

Ser Leu Ser Phe Ser 
340 

Gly His He He Tyr 
355 

Leu Ala Val Ser Gly 
370 

Ser Asp His He Glu 
385 

Glu Pro Gly Phe Glu 
405 

Ser Tyr Asn Val Thr 
420 

Gly Asn Ala Ala Asp 
435 

Ser Arg Gin Gly Phe 
450 

Asp Gly Leu Thr He 
465 

His Glu Val Ala Leu 
485 

Pro Leu Lys Ser He 
500 

Gly He Tyr Leu Gin 
515 

Arg Leu Phe Gly Gin 
530 

Leu Pro Ala Ala Leu 
545 

Ala Asp Gin Val Ala 
565 

Met Val Phe Pro Asp 
580 

Asn He Leu Ala He 
595 

Lys He Glu He Lys 
610 

Leu Gin Ala Leu Lys 
625 



170 

Phe Ser Gin Lys Gly Ala 
185 

Phe Pro Ser Leu Phe Ser 
200 

Glu Val Leu Asp Val Asp 
215 

Phe Ser Gin Thr Ser Leu 
230 235 
Val His Val Val Pro Glu 
250 

Pro Pro Leu Pro Lys Ser 
265 

Pro He Lys Tyr Phe Ala 
280 

Thr Leu Ser Leu Pro He 
295 

Arg Glu His Leu Leu Ser 
310 315 
He His Tyr Ala He His 
330 

Ala Tyr Leu Glu Thr Pro 
345 

Pro Glu Phe Cys Tyr He 
360 

Leu Leu Ser Pro Glu Ser 
375 

Asn Phe Leu Asp Glu Tyr 
390 395 
Thr Phe Ser Asn Gin Ser 
410 

Glu Gin Gly Val Leu Leu 
425 

He Glu Leu Arg Phe Gly 
440 

Phe Leu Asn Ser Arg Leu 
455 

Glu Ala Pro Gin Val Ala 
470 475 
Lys Ser He Pro Asn Phe 
490 

Arg Phe Glu Val His Lys 
505 

Pro He Phe Glu Gly Leu 
520 

Phe Leu Tyr Arg Glu Asn 
535 

Gin Met Leu Cys Gin He 
550 555 
Glu Phe Leu Leu Gin Phe 
570 

Pro Gin Leu Ala Leu Pro 
585 

His Arg Pro His Pro Ser 
600 

Thr Asn He Gly Ser He 
615 

Gly Lys Lys Asp Phe Leu 
630 635 



175 



Ser 


Leu 


Val 


He 


Gin 






190 






Leu 


Gin 


Trp 


Glu 


Gly 




205 








Thr 


Leu 


Lys 


Ala 


Leu 


220 










Tyr 


Ser 


Gly Glu 


Pro 










240 


Gin 


Ala 


Arg 


He 


Tyr 








255 




He 


Lys 


Glu 


Tyr 


Gin 






270 






Glu 


Ala 


Lys 


Lys 


Cys 




285 








His 


He 


He 


Pro 


Ala 


300 










Gin 


Leu 


Cys 


Tyr 


Glu 










320 


Phe 


Leu 


Arg 


Asp 


Ala 








335 




Gly 


Asp 


Leu 


Ser 


Glu 






350 






Pro 


Asn 


Lys 


Gly 


Leu 




365 








Ser 


Phe 


Thr 


He 


Arg 


380 










Gly 


Pro 


Phe 


He 


Lys 










400 


Pro 


Val 


Gly 


Ser 


Leu 








415 




Phe 


His 


Tyr 


Asp 


Thr 






430 






Lys 


Trp 


Thr 


Tyr 


Tyr 




445 








Asp 


Leu 


Ala 


Leu 


Gin 


460 










Asp 


Phe 


He 


Leu 


Thr 










480 


Phe 


Ala 


Ala 


Gin 


Pro 








495 




Glu 


Lys 


Lys 


Gly 


Ser 






510 






Glu 


His 


Glu 


Ser 


Cys 




525 








Val 


Gly 


Phe 


Ser 


Leu 


540 










Pro 


Thr 


Glu 


He 


Pro 










560 


Ser 


Lys 


Asp 


Asp 


Arg 








575 




Glu 


Arg 


Val 


Glu 


Leu 






590 






Ser 


Pro 


Leu 


His 


Leu 




605 








Pro 


Leu 


Gly 


Thr 


Val 


620 










Phe 


Ser 


Lys 


Ala 


Gly 



640 



1610 



Phe Leu Asn Leu Asp Asn Cys Leu Phe Val Phe Leu Lys Gin Phe Leu 

645 650 655 

Ser Ser Gin Arg Tyr Asp lie Gin Glu Asn Thr Leu lie Thr Met Val 

660 665 670 

Thr Asp lie Phe Lys Leu Asp Ala Leu Ala Pro Met lie Thr Asp Pro 

675 680 685 

Asn He Gin Ala Ser Glu Glu Asp Leu Ala Tyr Phe Ser Gin Leu Lys 

690 . 695 700 

Ser Ala Cys Leu Pro Pro He Pro Val Asn Leu Phe Ser Thr Asp His 
705 710 715 720 

Lys Leu Arg Pro Tyr Gin Asn Ser Gly Leu Leu Trp Leu Trp Phe Leu 

725 730 735 

Tyr Asn His Arg Leu Ser Gly Leu Leu Cys Asp Glu Met Gly Leu Gly 

740 745 750 

Lys Thr His Gin Ala Thr Ala Leu Leu Asp He Val Ala Gin Thr Ala 

755 760 765 

Lys Asn Pro Lys Phe Leu Val Val Cys Pro Thr Ser Val Leu Pro His 

770 775 780 

Trp Glu His Val Leu Ala Ser His Leu Pro Gin Ala Ser Leu Phe Ser 
785 790 795 800 

Phe His Gly Pro His Lys Pro Lys Thr Leu Pro Asp Cys Asp He Leu 

805 810 815 

He Thr Ser Tyr Gly Thr Leu Arg Gin Asn Tyr Ala Leu Phe Tyr Lys 

820 825 830 

Val Ser Phe Thr Val Ala Val Phe Asp Glu He His Thr Ala Lys Asn 

835 840 845 

Lys Ser Ser Gin He His Lys He Leu Cys Arg Leu Asp Ala Gin Met 

850 855 860 

Lys Leu Gly Leu Thr Gly Thr Pro Val Glu Asn Asn Leu He Glu Phe 
865 870 875 880 

Lys Gly Leu Leu Asp He He Leu Pro Asn Tyr Leu Pro Ser Asp Ala 

885 890 895 

Leu Phe Lys Arg Leu Phe Thr His Lys Asn Ala Ser Glu Thr Asp Glu 

900 905 910 

Asp He He Ser Ser Lys Asp Leu Leu Leu Lys Leu Thr Arg Pro Phe 

915 920 925 

He Leu Arg Arg Thr Lys Lys Leu Val Leu Pro Glu Leu Pro Glu Lys 

930 935 940 

Val Glu Ser Leu He Pro Cys Arg Leu Ser Pro Glu Gin Ser Gin Leu 
945 950 955 960 

Tyr Ser Ser Thr Leu Glu Lys Glu Lys Cys Gin He Gin Gin Leu Glu 

965 970 975 

Lys Glu Glu Asp Pro Ala Ser Val Asn Tyr Leu His Val Phe Ala Leu 

980 - 985 990 

Leu Asn Gin Leu Lys Gin He Cys Asp His Pro Ala Val Tyr Phe Lys 

995 1000 1005 

Asp Pro Glu Ser Tyr Lys Asn His Ser Ser Gly Lys Trp Ala Ala Phe 

1010 1015 .1020 

Val Lys Leu Leu Asn Asp Ser Leu Ala Ser Gly Tyr Lys Val Val Val 
1025 1030 1035 1040 

Phe Ser Gin Tyr He Gin Met He Arg He He Ala Leu Tyr Leu Glu 

1045 1050 1055 

Glu His Ala He Glu Tyr Ala Leu Val Gin Gly Lys Ser Gin Asn Arg 

1060 1065 1070 

Lys Glu Glu He Asp Arg Phe Ser Asn Asp Pro Asn Cys Arg Val Phe 

1075 1080 1085 

He Gly Ser Leu Leu Ala Ala Gly Thr Gly He Asn Leu Thr Ala Gly 

1090 1095 1100 

Asn Val Val He Met Tyr Asp Arg Trp Trp Asn Pro Ala Lys Glu Asn 
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1105 1110 1115 1120 

Gin Ala Leu Asp Arg Val His Arg lie Gly Gin Lys Asn Thr Val Phe 

1125 1130 1135 

lie Tyr Lys Leu Val Thr Glu Asp Thr Leu Glu Glu His lie His Tyr 

1140 1145 1150 

Leu lie Glu Lys Lys Met Arg Leu Leu Asn Gin Val Thr Thr Thr Gin 

1155 1160 1165 

Asp Ser Asn lie Leu His Val Leu Asn Arg Glu Asp Leu lie Thr lie 

1170 1175 1180 

Leu Ser Tyr Lys Asp Glu His Met Leu Ser Glu Glu Val Gin Glu Asp 
1185 1190 1195 1200 

Ser Gly Asp Ser 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 08: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 403 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 88894 0 .. 89 0148 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 908: 



Ser 


His 


Lys 


Gly 


Leu 


Ser 


He 


Trp 


Ser 


He 


Gly 


Gly 


Ser 


He 


Phe 


Ala 


1 








5 










10 










15 




Met 


Phe 


Phe 


Gly 


Ala 


Gly 


Asn 


Val 


Val 


Phe 


Pro 


Leu 


Ala 


Leu 


Gly 


His 








20 










25 










30 






His 


Phe 


Tyr 


Tyr 


His 


He 


Ser 


Tyr 


Ala 


Cys 


Leu 


Gly 


Met 


He 


Leu 


Thr 






35 










40 










45 








Ala 


Val 


Leu 


Thr 


Pro 


Leu 


Leu 


Gly 


Leu 


Phe 


Ala 


Met 


Met 


Leu 


Tyr 


Ser 




50 










55 










60 










Gly 


Asn 


Tyr 


Arg 


Ser 


Phe 


Phe 


Ala 


Ser 


He 


Gly 


Arg 


Met 


Pro 


Gly 


Met 


65 










70 










75 










80 


Val 


Leu 


Met 


Val 


Ala 


He 


Leu 


Cys 


He 


He 


Gly 


Pro 


Phe 


Gly 


Gly 


He 










85 










90 










95 




Pro 


Arg 


Thr 


He 


Ala 


Val 


Ser 


Tyr 


Asp 


Thr 


Leu 


Ala 


Ser 


Leu 


Gly Asp 








100 










105 










110 






Lys 


His 


Pro 


Thr 


Leu 


Leu 


Bro 


Ser 


Leu 


Pro 


Trp 


Phe 


Ser 


Val 


Phe 


Phe 






115 










120 










125 








Cys 


Val 


Leu 


Val 


Tyr 


Leu 


Phe 


Val 


Cys 


Lys 


Leu 


Ser 


Lys 


Leu 


He 


Gin 




130 










135 










140 










Trp 


Leu 


Gly 


Ser 


Val 


Phe 


Phe 


Pro 


Val 


Met 


Leu 


Gly 


Thr 


Leu 


Ala 


Trp 


145 










150 










155 










160 


Leu 


He 


He 


Lys 


Gly 


Leu 


Leu 


Leu 


Pro 


Ala 


His 


Ala 


Leu 


Pro 


Ser 


Glu 










165 










170 










175 




Ser 


Val 


Thr 


Phe 


Ser 


Lys 


Gin 


Gin 


Ala 


Phe 


Val 


Thr 


Gly 


Leu 


Ser 


Glu 








180 










185 










190 






Gly 


Phe 


Asn 


Thr 


Met 


Asp 


Leu 


Leu 


Gly 


Ala 


Phe 


Phe 


Phe 


Cys 


Ser 


He 






195 










200 










205 








Val 


Leu 


Val 


Ser 


He 


Gin 


Gin 


Leu 


Met 


Val 


Gin 


Gin 


Lys 


His 


Glu 


Ser 




210 










215 










220 










Ser 


Glu 


Glu 


Lys 


Pro 


Leu 


Glu 


Phe 


His 


His 


He 


Gly 


Lys 


Thr 


Glu 


Lys 


225 










230 










235 










240 



Tyr Lys Leu Ala Met 
245 

Val Tyr Leu Gly Phe 
260 

lie Asp Val Gin Arg 
275 

Val Gly Pro Asn Ser 
290 

Leu Thr Thr Ala lie 
305 

Arg Val Val Ser Ser 
325 

Thr Leu Val Pro Thr 
340 

Ser Lys lie Leu lie 
355 

Ala Leu Thr Cys Gly 
370 

Val Lys Thr Leu Phe 
385 

Leu Ser Val 



(2) INFORMATIONS POUR LA SEQ ID NO: 909: 

(i) C ARAC TER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 280 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

<iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 8 9 03 2 5 .. 8 9 1 1 64 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 909: 



Ala 


lie 


Ser 


Thr 


Pro 


Ala 


Leu 


Ala 


Cys 


Ser 


Leu 


Leu 


His 


He 


Asp 


Asp 


1 








5 










10 










15 




Leu 


Ala 


Glu 


Cys 


Leu 


Thr 


Thr 


Asp 


Tyr 


Gly 


Glu 


Glu 


Glu 


Ala 


He 


Arg 








20 










25 










30 






Leu 


Ala 


Lys 


He 


Phe 


Leu 


Glu 


Glu 


Ala 


Pro 


Cys 


Ser 


He 


Arg 


Val 


Asn 






35 










40 










45 








Thr 


Arg 


Arg 


He 


Ser 


Val 


Asp 


Lys 


Leu 


Gin 


Lys 


Val 


Leu 


Pro 


Phe 


Pro 




50 










55 










60 










Cys 


Gin 


Arg 


Gly 


Ala 


Ala 


Pro 


Ser 


Ser 


Leu 


Arg 


Phe 


GlU 


Lys 


Arg 


Tyr 


65 










70 










75 










80 


Pro 


Leu 


Gin 


His 


Thr 


Arg 


Ala 


Phe 


Arg 


Arg 


Gly 


Leu 


Phe 


Glu 


He 


Gin 










85 










90 










95 




Asp 


Glu 


Ser 


Ser 


Gin 


He 


He 


Thr 


Asn 


Ala 


He 


Leu 


He 


Lys 


Asp 


Ser 








100 










105 










110 






Asp 


Thr 


Val 


Leu 


Asp 


Phe 


Cys 


Ala 


Gly 


Ala 


Gly 


Gly 


Lys 


Ser 


Leu 


He 






115 










120 










125 








Phe 


Ala 


Gin 


Arg 


Ala 


Arg 


His 


Val 


Thr 


Leu 


His 


Asp 


Ser 


Arg 


Pro 


Gin 




130 










135 










140 










Ala 


Leu 


Glu 


Glu 


Ala 


Arg 


His 


Arg 


Ser 


Pro 


Arg 


Ser 


Gly 


He 


Lys 


Asn 


145 










150 










155 










160 


Phe 


Thr 


He 


Pro 


Ser 


Gin 


Pro 


Leu 


Lys 


Lys 


His 


Ser 


Phe 


Ser 


Leu 


Val 
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Ser Phe Leu Leu Ala Ala Ala Leu Leu Ser Leu 

250 255 
Ala Phe Cys Ala Ala Arg His Ala Gly Ala Leu 

265 270 
Gly Gin He Leu Gly Arg He Ser Ala Leu Val 

280 285 
Phe Leu Thr Gly Leu Ser Val Phe Leu Ala Cys 

295 300 
Ala Val Thr Gly He Phe Ala Asp Phe He Ala 
310 315 320 

Gin Lys Met Ser Tyr Ser Asn Ala Leu He Val 

330 335 
Tyr Leu Val Ser He Leu Ser Phe Glu Asn He 

345 350 
Pro He Leu Glu Met Ser Tyr Pro Ala Leu He 

360 365 
Val He Ala Lys Lys Leu Trp Asp Phe Arg His 

375 380 
Tyr Leu Val Phe Ala Leu Thr He Leu Tyr Lys 
390 395 400 



1613 



val 


val 


Asp 


r\ _L d 








i ori 
±OV 


f"2l n 
u. 


Lys 


Lys 


LicU 






195 




Ala 


Gin 


Glu 


Lys 




210 






Gly 


Arg 


Leu 


Val 


225 








Lys 


His 


Thr 


Ser 


Val 


Lys 


He 


Pro 








260 


His 


Phe 


He 


Arg 



275 



165 

Pro Cys Thr Gly 

Leu Phe Ser Lys 
200 

He Leu Lys Glu 
215 

Tyr He Thr Cys 
230 

Trp Met Ala Ser 
245 

Leu Val Ser Arg 

Ser Arg Ser Leu 
280 



170 

Ser Gly Val Phe 
185 

Gin Leu Leu His 

Ala Leu Ala Tyr 
220 

Ser Leu Met Lys 
235 

Gin Gly Trp Lys 
250 

Gin Gly Asp Ala 
265 



175 

Arg Arg His Pro 
190 

Asn Asn Ser He 
205 

Val Ala Pro Arg 

Glu Glu Asn Glu 
240 

Cys Val Lys Glu 
255 

Phe Phe Ser Ser 
270 



(2) INFORMATIONS POUR LA SEQ ID NO: 910: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 116 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 89 1 1 1 6 . . 8 9 14 63 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 910: 



Thr 


Tyr 


Arg 


Tyr 


Thr 


Arg 


Ser 


Gin 


Thr 


Arg 


Arg 


Pro 


Met 


He 


Pro 


Phe 


1 








5 










10 










15 




Arg 


Phe 


His 


His 


Leu 


Tyr 


He 


Leu 


Leu 


Asp 


Ser 


Leu 


Phe 


Ser 


Ser 


Pro 








20 










2 5 ; 










30 






He 


Gly 


Glu 


Ser 


Asn 


Arg 


Val 


Ala 


Ala 


Tyr 


Phe 


Lys 


Glu 


His 


Pro 


Ser 






35 










40 










45 








Leu 


Gly 


Ser 


Lys 


Asp 


Arg 


Gin 


Trp 


He 


Asn 


Thr 


Arg 


He 


Phe 


Thr 


He 




50 










55 










60 










Leu 


Arg 


His 


Arg 


Arg 


Leu 


Leu 


Glu 


Ala 


Leu 


Val 


Leu 


Ala 


Glu 


Gly 


Lys 


65 










70 










75 










80 


Glu 


He 


Ser 


Ala 


Gin 


Thr 


Leu 


Val 


Glu 


Lys 


Val 


Glu 


Glu 


Gly 


Val 


Thr 










85 










90 










95 




Glu 


Asn 


He 


Glu 


Gin 


Phe 


Gin 


His 


Leu 


Pro 


Trp 


Pro 


Val 


Arg 


Tyr 


Ser 








100 










105 










110 






He 


Ser 


Thr 


He 



























115 



(2) INFORMATIONS POUR LA SEQ ID NO : 911: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 437 acides amines 

( B ) TYPE : ac ide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 



1614 

(viii) POSITION DANS LE GENOME : complement ( 8 9 1 9 68 8 93 278 ) 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 911: 





Arg" 


inr 


Fne 


Fne 


Leu 


Leu 


Cys 


Arg 


Irllfc! 


Pho 
Irl lfcr 


Tl o 

lie 


Cys 


Leu 


Al » 
nX d 


Pro 


1 

X 








5 










10 










15 




rile 


Pho 


Leu 


Ser 




JET X \J 


T .01 1 


T\/r 
xyx 


Ala 


Asp 


Dy*a 
riu 


n i o 


Thr 


Vai 


Leu 


Thr 
j. in 








9 0 










25 










3 0 






Lys 


P 1 \r 

yj iy 


lie 


Ala 

Aid 


nla 


nld 


vai 


vai 


Hie: 
n x o 


A 1 3 
xA x d. 


ASp 


dor 


oiy 


Ala 
nla 


T i o 
1 lc 


Leu 


























45 








Lys 


p 1 n 


Lys 


Asn 


Leu 


Asp 




Lys 


Tip 
lie 


pho 

XT life: 


Prn 

IrX \J 


Ala 
n 1 d 


Qot~ 




Thr 

X XIX 






r n 




















60 










lie 


A "I -3 

Alcl 


X11X 


n 1 cX 


r.oi •* 

LlCU. 


XJC=L1 


He 


Leu 


Arg 


Gin 


±y x 


Pro 


Asp 


Vai 


Leu 


Thr 












7 0 










75 










80 


Arg 


Fne 


Tl A 

lie 


Tnr 


inr 


Arg 


Arg 


P 1 n 
blU 


Pro 


Leu 


Thr 
inr 


Ser 


Tin 

x xe 


rphr 
1 111 




pin 

\j Xll 










O D 










on 
















Lys 


Lrin 


p 1 n 

bin 


C 

ber 


bly 


Tyr 


Arg 


Ser 


Pro 


Pr r\ 


nib 


irp 


Leu 


Pill 

V3 1 Li. 


Thr 

X 11X 








inn 

1UU 










X u _> 










i i n 

XXL/ 






Asp 


P 1 i r 

vjiy 


ixie U 


inr 


lie 


pin 

bin 


Leu 


Lys 


vd X 


Lys 


p 1 1 1 

\jr X LI 


pin 

Lj X LI 


V d X 


Coy 


r;h/ 


irp 






1 1 C 

lib 










ion 
1ZU 










1 J 








Asp 


Leu 


Fne 


HIS 


Aia 


Leu 


Leu 


lie 


Ser 


Ser 


aia 
Aia 


Asn 


Asp 


Ala 
AXd 


aia 
Axa 


Asn 




i *in 

IJU 










j j -j 










14 0 

X 4 v 










vai 


Leu 


Aia 


Asp 


Aid 


Cys 


Cys 


pin 
bin 


JCl 


v d X 


oex 


nld 


Pho 
rut; 


Mot- 
ric l. 


Arg 


pin 

Xll 


X*i 3 










X J \J 










1 SS 

i _j _j 










160 


Leu 


Asn 


blU 


Fne 


Leu 


Arg 


bill 


Leu 


bly 


Cys 


pin 

bin 


Asn 


l nr 


ill s 


Ph o 

Fne 


Asn 










ID J 










X / \J 










1 7 S 

X / J 




Ser 


Pro 


rix S 


bly 


Leu 


nlo 


nib 


Pro 


Asp 


nib 


Tyr 


Thr 
X I1X 


X 11X 


Ala 

n Xd 


A T"fT 

nX y 


Asp 








i fin 

loU 










lO J 










19 0 






Leu. 


Ser 


Leu 


Tl Q 

l le 


i*ie u 


Lys 


P I'll 
blU 


Ala 
AXd 


Leu 


j_iy s 


Pin 
V7 X Li 


r^x \J 


T .01 1 
XtcLJ. 


Pho 

xrl Jt= 


a Y~rr 
nX y 


Pin 

\J XI 1 






1 q c: 










zuu 










9 n ^ 

ZU j 








vai 


lie 


nlS 


Th ■»- 
inr 


Aid 


Ser 


Tyr 


Thr 
XXIX 


Mor 
irie l. 


pin 


aia 

nla 


mhr 

X 111. 


Asn 


lieu 


Q or* 


Pr <"» 

xrx u 




Tin 

Zlu 










9 1 

Z 1 J 










9 9 0 
^ w 










pin 

bill 


Arg 


\/a 1 

va i 


Leu 


Ser 


Ser 


X ill 


Asn 


Lys 


Leu 


Leu 




Q o y~ 


O <-i -»- 
ocl 


cr q >- 


Thr 
nil 


*)■)£: 
ZZ J 










^ J> 










9 ^ ^ 

Z J J 










24 0 


Tyr 


Fne 


Tyr 


Pro 


Pro 


Cys 


Leu 


P 1 w 

biy 


p 1 -\r 

biy 


Lys 


Thr 


p 1 
biy 


1 111 


1 HI 


Lys 


C! o r 

OCX 










24 5 










2 50 










255 




Ala 


vjiy 


Lys 


Asn 


Tic* 

lie 


lie 


xr lie 


7V 1 -a 

nla 


nla 


pin 


Lys * 


noil 


en 
n oil 


nX y 


Cor 
ocl 


Tip 
11*=- 








ZDU 










9 R 










97 0 






lie 


\7a 1 
vai 


vai 


Aid 


Aid 


p 1 \/ 
uiy 


iyr 


Pho 

Ir lie 


\j ± y 


Prn 

Ir X LJ 


A 1 a 
nld 


Ala 
nld 


Pin 


T ,D1 1 

li tr Li. 


iyr 


p i n 

Vj 111 






T7 cr 
£ / 3 










o ft n 
zou 










9 ft 
ZO j 








Asp 


Aia 


lie 


TV 1 —v 

Aia 


Leu 


Cys 


Pin 
blU 


Asp 


Leu 


Fne 


Asn 


Pin 
IjIU 


P 1 in 

bin 


Leu 


Leu 


Arg 




^ 27 U 










^ Ij 










•inn 










Cys 


Pho 

Fne. 


Leu 


lie 


Pro 


Pro 


a n -a 

nla 


Ser 


n i o 


Tyr 


Pro 


V d 1 


rX LJ 


Thr 


Arg 


Ph o 


JUJ 










J 1U 










lie 

j i j 










9 0 

J u 


Gly 


Tnr 


vai 


Tnr 


Aia 


Pro 


ITa 1 

vai 


Ala 

Aia 


pi V, 

tjin 


pin, 

l» iy 


T 1 Q 

lie 


Tyr 


Tyr 


Asp 


Fne 


Ty r 










32 5 










t *o r\ 










1 "3 C 

Jib 




Pro 


Ser 


Glu 


Gly 


Asp 


Pro 


Leu 


Leu 


Thr 


Leu 


Ser 


Leu 


Glu 


Pro 


Asn 


Lys 








340 










345 










350 






He 


Ser 


Phe 


Pro 


He 


Arg 


Lys 


Gly 


Asp 


Leu 


Leu 


Gly 


His 


Trp 


He 


Leu 






355 










360 










365 








Ser 


Thr 


Pro 


Thr 


Gly 


Glu 


Asn 


Gin 


His 


Ser 


He 


Pro 


Phe 


Leu 


Ala 


Glu 




370 










375 










380 










Ser 


Asp 


He 


Leu 


Pro 


Thr 


Leu 


Lys 


Gin 


Arg 


He 


Leu 


Leu 


Met 


Ser 


Leu 


385 










390 










395 










400 


Arg 


He 


Leu 


Thr 


Thr 


Tyr 


Arg 


Thr 


Tyr 


Vai 


Leu 


He 


Leu 


Leu 


Phe 


Vai 










405 










410 










415 




Trp 


He 


Tyr 


Arg 


Arg 


Lys 


Lys 


Gin 


Pro 


Arg 


Ala 


Thr 


Lys 


Thr 


Phe 


Ser 








420 










425 










430 






Asn 


Pro 


Phe 


Phe 


Ser 
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435 



(2) INFORMATIONS POUR LA SEQ ID NO : 912: 

(i) C ARACTER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 151 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 893 3 56 893 808 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 912: 



Gin 


He 


Thr 


Leu 


Glu 


Lys 


Gly 


Glu 


Thr 


Ala 


Val 


Ser 


Leu 


Asp 


Phe 


Leu 


1 








5 










10 










15 




Glu 


Asp 


Phe 


Phe 


Arg 


Arg 


Ser 


He 


Thr 


Asn 


His 


Asn 


Thr 


Ala 


Phe 


Pro 








20 










25 










30 






Glu 


Gly 


Phe 


Leu 


Asp 


He 


Ser 


Asp 


Val 


Leu 


Ala 


Arg 


Ser 


Ala 


Leu 


Asp 






35 










40 










45 








Phe 


Lys 


Ala 


Glu 


Glu 


Leu 


Ala 


Asp 


Ser 


Ala 


Val 


Asn 


Asp 


Phe 


He 


Val 




50 










55 










60 










Ser 


Glu 


Ser 


Ser 


Asp 


Lys 


Leu 


Thr 


Leu 


Phe 


Asn 


Thr 


Asn 


Phe 


Ala 


Val 


65 










70 










75 










80 


Trp 


Leu 


Val 


Pro 


Thr 


Leu 


Val 


Asp 


Gly 


Glu 


Ala 


He 


Thr 


Arg 


Gly 


Tyr 










85 










90 










95 




He 


Ala 


Leu 


Asn 


Gin 


Gly 


Glu 


Glu 


Phe 


Ser 


Pro 


Glu 


Leu 


Thr 


Phe 


Glu 








100 










105 










110 






Ala 


Ser 


Gly 


Lys 


Tyr 


Asn 


Asn 


Ser 


Ser 


Leu 


He 


Leu 


Glu 


Ala 


Leu 


Arg 






115 










120 










125 








Arg 


Tyr 


Leu 


Cys 


Asp 


He 


Gin 


Asp 


Thr 


Glu 


Lys 


Glu 


Leu 


Arg 


Ala 


Leu 




130 










135 










140 










Arg 


Pro 


Pro 


Ser 


He 


Asp 


Gly 





















145 150 



(2) INFORMATIONS POUR LA SEQ ID NO: 913: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 89 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 8 93 643 8 93 9 09 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 913: 

Gin Asn Thr Arg Trp Met Phe Leu He Met Arg Glu Leu Thr Thr Gin 

15 10 15 

Met Leu Ser Leu Ser Leu Tyr Thr Gin Asn Leu Thr Thr His Ser Leu 

20 25 30 

He Tyr Pro Ser He Glu Gly Gly Arg Lys Ala Arg Asn Ser Phe Ser 
35 40 45 
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Val Ser Trp He 
50 

Leu Glu Leu Leu 
65 

Asn Ser Ser Pro 



Ser His Lys Tyr 
55 

Tyr Phe Pro Asp 
70 

Trp Phe Lys Ala 
85 



Leu Arg Asn Ala 
60 

Ala Ser Lys Val 
75 

Met 



Ser Lys He Lys 

Asn Ser Gly Glu 
80 



(2) INFORMATIONS POUR LA SEQ ID NO : 914: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 14 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 893 821 894258 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 914: 



Met 


Thr 


Phe 


Ser 


Glu 


Gly 


Glu 


Gin 


Val 


Phe 


Pro 


Ala 


Thr 


Leu 


Gin 


Asp 


1 








5 










10 










15 




Leu 


Tyr 


Pro 


Met 


Leu 


Asp 


Phe 


Val 


Lys 


Arg 


Ala 


Gly 


Val 


His 


Cys 


Asn 








20 










25 










30 






Cys 


Thr 


Gin 


Lys 


Lys 


Leu 


Ser 


Lys 


Leu 


Glu 


Leu 


Ala 


Cys 


Glu 


Glu 


Leu 






35 










40 , 










45 








Leu 


Leu 


Asn 


He 


He 


Thr 


His 


Ala 


Tyr 


Lys 


Gly 


Leu 


Pro 


Ser 


Thr 


Gly 




50 










55 










60 










Trp 


He 


Arg 


lie 


Leu 


Cys 


Thr 


Glu 


Thr 


Pro 


Asp 


Ala 


Leu 


Leu 


Val 


Arg 


65 










70 










75 










80 


He 


Thr 


Asp 


His 


Gly 


Pro 


Ala 


Phe 


Asn 


Pro 


He 


Thr 


Ala 


Ser 


Pro 


Asp 










85 










90 










95 




He 


Met 


Arg 


Leu 


Asp 


Leu 


Pro 


He 


Glu 


Gin 


Arg 


Arg 


He 


Gly 


Gly 


Leu 








100 










105 










110 






Gly 


He 


Phe 


Leu 


Ala 


Lys 


Tyr 


Ser 


Val 


Asp 


Val 


Phe 


Asp 


Tyr 


Glu 


Arg 






115 










120 










125 








Val 


Asn 


Asp 


Thr 


Asn 


Val 


Val 


Thr 


Leu 


Thr 


Leu 


Tyr 


Thr 


Lys 


Pro 


His 



130 135 140 



Asn Ser 
145 



(2) INFORMATIONS POUR LA SEQ ID NO : 915: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 177 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 894248 894778 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 915: 

Ser Ala Cys Gly Tyr Thr Val Leu Ser Pro His Tyr Val Glu Lys Lys 
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15 10 15 

Phe Ser Leu Ser Glu Gly lie Tyr Val Cys Pro lie Glu Gly Asp Ser 

20 25 30 

Leu Gly Asp Leu Val Ser Ser Leu Ser Tyr Glu Leu Glu Lys Arg Gly 

35 40 45 

Leu His Thr Arg Ser Gin Gly Thr Ser Ser Gly Tyr Val Leu Lys Val 

50 55 60 

Ser Leu Phe Asn Glu Thr Tyr Glu Asn lie Gly Phe Ala Tyr Thr Pro 
65 70 75 80 

Gin Lys Pro Asp Glu Lys Pro Val Lys His Phe lie Val Ser Asn Glu 

85 90 95 

Gly Arg Leu Ala Leu Ser Ala Lys Val Gin Leu lie Lys Asn Arg Thr 

100 105 110 

Gin Glu lie Leu Val Glu Lys Cys Leu Arg Lys Ser Val Thr Phe Asp 

115 120 125 

Phe Gin Pro Asp Leu Gly Thr Ala Asn Ala His Gin Leu Ala Leu Gly 

130 135 140 

Gin Phe Glu Met His Asn Glu Ala lie Lys Ser Ala Ser Arg lie Leu 
145 150 155 160 

Tyr Ser Gin Leu Ala Glu Thr lie Val Gin Gin Val Tyr Tyr Asp Leu 
165 170 175 

Phe 



(2) INFORMATIONS POUR LA SEQ ID NO : 916: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 281 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 8 9 505 0 .. 8 9 58 9 2 ) 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 916: 



Thr 


Lys 


Ala 


He 


Arg 


Asp 


Leu 


Thr 


Asn 


Ser 


Leu 


Phe 


Leu 


Phe 


Tyr 


Asp 


1 








5 










10 










15 




Asp 


Ala 


Leu 


Leu 


Leu 


Leu 


Ser 


Leu 


Arg 


Leu 


Ala 


Met 


Lys 


Val 


He 


Leu 








20 










25 










30 






Arg 


Ala 


Leu 


Cys 


Leu 


Phe 


Leu 


Val 


Leu 


Pro 


Cys 


Gly 


Cys 


Tyr 


Ala 


Arg 






35 










40 










45 








Val 


Pro 


Ser 


Phe 


Glu 


Pro 


Phe 


Arg 


Gly 


Ala 


He 


Ala 


Pro 


Asn 


Arg 


Tyr 




50 










55 










60 










He 


Pro 


Lys 


His 


Ser 


Pro 


Glu 


Leu 


Tyr 


Phe 


Glu 


Met 


Gly 


Asp 


Lys 


Tyr 


65 










70 










75 










80 


Phe 


Gin 


Ala 


Lys 


Lys 


Phe 


Lys 


Gin 


Ala 


Leu 


Leu 


Cys 


Phe 


Gly 


Met 


He 










85 










90 










95 




Thr 


His 


His 


Phe 


Pro 


Glu 


His 


Ala 


Leu 


His 


Pro 


Lys 


Ala 


Gin 


Phe 


Leu 








100 










105 










110 






Val 


Gly 


Leu 


Cys 


Tyr 


Leu 


Glu 


Met 


Gly 


His 


Pro 


Asp 


Leu 


Ala 


Asp 


Lys 






115 










120 










125 








Ala 


Leu 


Thr 


Gin 


Tyr 


Gin 


Glu 


Leu 


Ala 


Asp 


Thr 


Glu 


Tyr 


Ser 


Glu 


Gin 




130 










135 










140 










Leu 


Phe 


Ala 


He 


Lys 


Tyr 


Ser 


He 


Ala 


Gin 


Ser 


Phe 


Ala 


Asn 


Gly 


Lys 


145 










150 










155 










160 
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Arg Lys Asn lie Val Pro Leu Glu Gly Phe Pro Lys Leu Leu Lys Ala 

165 170 175 

Asp Thr Asp Ala Leu Arg lie Phe Glu Glu lie Val Thr Ala Ser Ser 

180 185 190 

Asp Ala Asp Leu Lys Ala Ser Ala Leu Tyr Ala Lys Gly Ala Leu Leu 

195 200 205 

Phe Asp Arg Lys Glu Tyr Ser Glu Ala lie Lys Thr Leu Lys Lys Val 

210 215 220 

Ser Leu Gin Phe Pro Ser His Ser Leu Ser Pro Glu Ser Phe Thr Leu 
225 230 235 240 

lie Ala Lys lie His Cys Leu Gin Ala Leu Gin Glu Pro Tyr Asn Glu 

245 250 255 

Gin Tyr Leu Gin Asp Ala Arg Met Lys Gin Gin Leu Tyr Val Asn Asn 

260 265 270 

Thr Leu lie lie Leu Ala lie Gin Lys 
275 280 



(2) INFORMATIONS POUR LA SEQ ID NO : 917: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 293 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : ou i 



(viii) POSITION DANS LE GENOME: 89 5 9 5 1 .. 8 9 682 9 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 917: 



Lys 


Gly 


Trp 


Val 


Met 


Lys 


Lys 


Val 


Val 


Phe 


He 


Ala 


Ala 


He 


Phe 


Ser 


1 








5 










10 










15 




Ser 


He 


Val 


Phe 


Trp 


Asp 


Lys 


He 


Pro 


Tyr 


Ser 


His 


Arg 


He 


Lys 


Gin 








20 










25 










30 






Phe 


Ala 


Met 


Asp 


Tyr 


Gly 


He 


Glu 


Leu 


Val 


Glu 


Lys 


Ser 


Ser 


Gin 


Leu 






35 










40 










45 








Val 


Arg 


Lys 


He 


Ser 


Gly 


Asn 


Glu 


Arg 


Leu 


Cys 


Val 


Phe 


Glu 


Arg 


Arg 




50 










55 










60 










Val 


Ser 


Glu 


Glu 


Gin 


Val 


Leu 


Ala 


Met 


Phe 


Ala 


Lys 


Asp 


Lys 


Ala 


Ser 


65 










70 










75 










80 


Ala 


Glu 


Leu 


Leu 


Phe 


Val 


Pro 


His 


Val 


Leu 


Met 


Arg 


Val 


Arg 


Phe 


Ser 










85 










90 










95 




Gly 


Glu 


Glu 


Asp 


Lys 


Arg 


Ala 


Gly 


Ser 


His 


Glu 


Gly 


Ala 


Met 


Leu 


Trp 








100 










105 










110 






Ser 


Leu 


Ser 


Asn 


Gly 


Glu 


Met 


Val 


Leu 


Asn 


Thr 


Gly 


Ser 


Trp 


Thr 


Tyr 






115 










120 










125 








Ser 


Lys 


Gly 


Phe 


Arg 


Glu 


Cys 


Leu 


Met 


Leu 


Lys 


Ala 


Gly 


Lys 


Gin 


Asp 




130 










135 










140 










Val 


Gin 


Leu 


Met 


Gin 


Val 


Leu 


Ala 


Gly 


Met 


Gly 


Gly 


Ser 


Ala 


Ser 


Arg 


145 










150 










155 










160 


Glu 


Val 


Leu 


Ser 


Gin 


Ala 


Leu 


Ser 


Met 


Arg 


Asn 


Val 


Arg 


Ala 


Asp 


Arg 










165 










170 










175 




Val 


He 


Arg 


Ala 


Cys 


Gin 


Lys 


Lys 


Lys 


Leu 


He 


Phe 


Thr 


His 


Asp 


Asn 








180 










185 










190 






Leu 


He 


Tyr 


Ser 


His 


Phe 


Gin 


Gin 


Pro 


Gin 


Pro 


He 


Lys 


Gly 


Cys 


Met 






195 










200 










205 








Thr 


Val 


Phe 


Asn 


Ser 


Ser 


Pro 


Val 


Trp 


Leu 


Ala 


Lys 


Pro 


Lys 


Gly 


Ser 
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210 215 220 

Thr Val Cys Ser Val Val Tyr Pro Glu Asp Arg lie Gin Asn Leu Val 
225 230 235 240 

Glu Met lie Phe Gly Asp Asn Phe Phe lie Leu Ser Ser Glu Gin lie 

245 250 255 

His Val Pro Val Tyr Lys Val Ser lie Ala Ala Ser Asp Ser Ser Val 

260 265 270 

Arg Val Glu Tyr lie Asn Ala lie Thr Gly Lys Pro Phe Asp Phe Ala 

275 280 285 

Pro Thr Tyr Cys Lys 
290 



(2) INFORMATIONS POUR LA SEQ ID NO : 918: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 124 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 897064 900783 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 918: 



Arg 


Ala 


Val 


Leu 


Thr 


Trp 


He 


Pro 


Leu 


His 


Cys 


His 


Ser 


Gin 


Tyr 


Ser 


1 








5 










10 










15 




lie 


Leu 


Asp 


Ala 


Thr 


Cys 


Ser 


He 


Lys 


Lys 


Phe 


Val 


Ala 


Lys 


Ala 


Val 








20 










25 










30 






Glu 


Tyr 


Gin 


He 


Pro 


Ala 


Leu 


Ala 


Leu 


Thr 


Asp 


His 


Gly Asn 


Leu 


Phe 






35 










40 










45 








Gly 


Ala 


Val 


Glu 


Phe 


Tyr 


Lys 


Thr 


Cys 


Lys 


Gin 


Asn 


Ala 


He 


Lys 


Pro 




50 










55 










60 










He 


He 


Gly 


Cys 


Glu 


Leu 


Tyr 


Val 


Ala 


Pro 


Ser 


Ser 


Arg 


Phe 


Asp 


Lys 


65 










70 










75 










80 


Lys 


Lys 


Glu 


Arg 


Lys 


Ser 


Arg 


Val 


Ala 


Asn 


His 


Leu 


He 


Leu 


Leu 


Cys 










85 










90 










95 




Lys 


Asp 


Glu 


Glu 


Gly 


Tyr 


Arg 


Asn 


Leu 


Cys 


Leu 


Leu 


Ser 


Ser 


Leu 


Ala 








100 










105 










110 






Tyr 


Thr 


Glu 


Gly 


Phe 


Tyr 


Tyr 


Val 


Pro 


Arg 


He 


Asp 


Arg 


Asp 


Leu 


Leu 






115 










120 










125 








Ser 


Gin 


His 


Ser 


Lys 


Gly 


Leu 


He 


Cys 


Leu 


Ser 


Ala 


Cys 


Leu 


Ser 


Gly 




130 










135 










140 










Ser 


Val 


Ala 


Gin 


Ala 


Ala 


Leu 


Glu 


Ser 


Glu 


Glu 


Asp 


Leu 


Glu 


Lys 


Asp 


145 










150 










155 










160 


Leu 


Leu 


Trp 


Tyr 


Gin 


Asp 


Leu 


Phe 


Gin 


Glu 


Asp 


Phe 


Phe 


Ser 


Glu 


Val 










165 










170 










175 




Gin 


Leu 


His 


Lys 


Ser 


Ser 


Glu 


Glu 


Lys 


Val 


Ala 


Leu 


Phe 


Glu 


Glu 


Ala 








180 










185 










190 






Trp 


Leu 


Lys 


Gin 


Asn 


Tyr 


Tyr 


Gin 


Phe 


He 


Glu 


Lys 


Gin 


Leu 


Lys 


Val 






195 










200 










205 








Asn 


Glu 


Ala 


Val 


Leu 


Ala 


Thr 


Ser 


Lys 


Arg 


Leu 


Gly 


He 


Pro 


Ser 


Val 




210 










215 










220 










Ala 


Thr 


Asn 


Asp 


He 


His 


Tyr 


Leu 


Asn 


Pro 


Asp 


Asp 


Trp 


Leu 


Ala 


His 


225 










230 










235 










240 


Glu 


Val 


Leu 


Leu 


Asn 


Val 


Gin 


Ser 


Arg 


Glu 


Pro 


He 


Arg 


Thr 


Ala 


Lys 



245 250 255 
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Gin Asn Thr Tyr 
260 

Glu Phe Tyr Phe 
275 

His Pro Glu Thr 
290 

Leu Glu Leu Asp 
305 

Ala Leu Gin Lys 

Ser Ser Ala Phe 
340 

Tyr Thr Pro Glu 
355 

Asp Pro Leu Thr 
370 

lie lie Ser Lys 
385 

lie Asn Trp Ala 

Ser Gly Ala Gly 
420 

Glu Pro lie Arg 
435 

Arg lie Ser Tyr 
450 

Glu Arg Val lie 
465 

Ala Gin lie He 

Asp Val Gly Arg 
500 

Ala Lys His He 
515 

Ala Asp Pro Glu 
530 

Glu Val He Asp 
545 

Gly Val His Ala 

His He Pro He 
580 

Tyr Ser Met Lys 
595 

Leu Gly Leu Lys 
610 

Tyr Lys Lys Thr 
625 

Asp Gin Asn Thr 

Phe Gin Met Glu 
660 

Pro Asp Ala Phe 
675 

Gly Pro Met Asp 
690 

Glu Asn He Glu 
705 

Thr Phe Gly He 



He Pro Asn Pro 

Lys Ser Pro Gin 
280 

He Thr Asn Thr 
295 

Phe Glu Thr Lys 
310 

Lys Gly Ser Tyr 
325 

Leu Glu Glu Leu 

Leu Leu Gly His 
360 

Leu Val Lys Glu 
375 

Gly Met Gys Asp 
390 

Lys Asp His Gly 
405 

Ser Val Met Leu 

Phe Asp Leu Phe 
440 

Pro Asp He Asp 
455 

Asn Tyr Ala He 
470 

Thr Phe Gly Thr 
485 

Thr Leu Asp Thr 

Pro Asp Leu Asn 
520 

Leu Lys Gin Leu 
535 

Met Ala Lys Lys 
550 

Ala Gly Val He 
565 

Cys Val Pro Lys 

Pro Val Glu Ser 
_ 600 

Thr Leu Thr Gly 
615 

Gly He Leu Leu 
630 

Phe Ser Leu Leu 
645 

Ser Arg Gly Met 

Glu Glu He He 
680 

Met He Pro Ser 
695 

Xaa Asp His Pro 
710 

Met Val Tyr Gin 



Lys Arg Lys Thr 
265 

Glu Met Ala Glu 

Cys He Val Ala 
300 

His Tyr Pro He 
315 

Thr Glu Glu Glu 
330 

Cys Glu Gin Gly 
345 

He Ala Lys Lys 

Arg Leu Lys Leu 
380 

Tyr Leu Leu He 
395 

He Pro Val Gly 
410 

Phe Leu Leu Gly 
425 

Phe Glu Arg Phe 

He Asp He Cys 
460 

Glu Arg His Gly 
475 

Met Lys Ala Lys 
490 

Pro Leu Ala Lys 
505 

Ala Thr He Thr 

Tyr Val Asp Asp 
540 

Leu Glu Gly Ser 
555 

He Cys Gly Asp 
570 

Asp Ser Ser Met 
585 

Val Gly Met Leu 

He His He Ala 
620 

Arg Ala Ala Thr 
635 

His Gin Gly Lys 
650 

Gin Asp Leu Ala 
665 

Ala He Gly Ala 

Phe He Asn Arg 
700 

Leu Met Glu Pro 
715 

Glu Gin Val Met 



Tyr Pro Ser Arg 
270 

Leu Phe Ala Ala 
285 

Glu Arg Cys His 

Tyr Val Pro Glu 
320 

Arg Tyr Lys Ala 
335 

Leu Thr Ser Lys 
350 

Phe Pro Gly Glu 
365 

Glu Ser Ser He 

Val Trp Asp He 
400 

Pro Gly Arg Gly 
415 

He Thr Glu He 
430 

He Asn Pro Glu 
445 

Met He Gly Arg 

Lys Asp Asn Val 
480 

Met Xaa He Lys 
495 

Val Asn Phe He 
510 

Ser Ala Leu Glu 
525 

Ala Glu Ala Ala 

He Arg Asn Thr 
560 

Pro Leu Thr Asn 
575 

He Ser Thr Gin 
590 

Lys Val Asp Phe 
605 

Thr Gin Ala He 

He Pro Leu Asp 
640 

Thr Met Gly He 
655 

Lys Asn Leu Arg 
670 

Leu Tyr Arg Pro 
685 

Lys His Gly Lys 

He Leu Lys Glu 
720 

Gin He Ala Gly 
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725 730 735 

Ser Leu Ala Lys Tyr Ser Leu Gly Glu Gly Asp Val Leu Arg Arg Ala 

740 745 750 

Met Gly Lys Lys Asp His Glu Gin Met Val Lys Glu Arg Glu Lys Phe 

755 760 765 

Cys Ser Arg Ala Ala Ala Asn Gly lie Asp Pro Ser He Ala Thr Thr 

770 775 780 

He Phe Asp Lys Met Glu Lys Phe Ala Ser Tyr Gly Phe Asn Lys Ser 
785 790 795 800 

His Ala Ala Ala Tyr Gly Leu He Thr Tyr Thr Thr Ala Tyr Leu Lys 

805 810 815 

Ala Asn Tyr Pro Lys Glu Trp Leu Ala Ala Leu Leu Thr Cys Asp Tyr 

820 825 830 

Asp Asp He Glu Lys Val Gly Lys Leu He Gin Glu Ala His Ser Met 

835 840 845 

Asn lie Leu Val Leu Pro Pro Asp He Asn Glu Ser Gly Gin Asp Phe 

850 855 860 

Glu Ala Thr Gin Glu Gly He Arg Phe Ser Leu Gly Ala Val Lys Gly 
865 870 875 880 

Val Gly Met Ser He Val Asp Ser He Val Glu Glu Arg Glu Lys Asn 

885 .890 895 

Gly Pro Tyr Lys Ser Leu Gin Asp Phe Val Gin Arg Ala Asp Phe Lys 

900 905 910 

Lys Val Thr Lys Lys Gin Leu Glu Asn Leu Val Asp Ala Gly Thr Phe 

915 920 925 

Asp Cys Phe Glu Pro Asn Lys Asp Leu Ala Leu Ala He Leu Asn Asp 

930 935 940 

Leu Tyr Asp Thr Phe Phe Arg Glu Lys Lys Glu Ala Ala Thr Gly Val 
945 950 955 960 

Leu Thr Phe Phe Ser Leu Asp Ser Met Xaa Arg Asp Pro Val Lys He 

965 970 975 

Thr Val Xaa Pro Glu Asn Val He Gin Arg Ser Pro Lys Glu Leu Leu 

980 985 990 

Lys Arg Glu Lys Glu Leu Leu Xaa Val Tyr Leu Thr Ala His Pro Met 

995 1000 1005 

Asp Ala Val Glu His Met Leu Pro Phe Leu Ser Val Val Pro Ala Arg 

1010 1015 1020 

Asp Phe Glu Gly Leu Pro His Gly Thr He He Arg Thr Val Phe Leu 
1025 1030 1035 1040 

He Asp Lys Val Thr Thr Lys He Ser Ser Ala Glu Gin Lys Lys Phe 

1045 1050 1055 

Ala Leu Leu Gin Val Ser Asp Glu Val Asp Ser Tyr Glu Leu Pro He 

1060 1065 1070 

Trp Ala Asp Met Tyr Ala Glu Tyr His Asp Leu Leu Glu Glu Asp Arg 

1075 1080 1085 

Leu He Tyr Ala He Leu Ala He Asp Arg Arg Ser Asp Ser Leu Arg 

1090 1095 1100 

Leu Ser Cys Arg Trp Met Arg Asp Leu Ser Thr Val Asn Asp Ser Val 
1105 1110 1H5 H20 

He Ala Glu Cys Asp Glu Val Tyr Asp Arg Leu Lys Ser Gin Lys Val 

1125 1130 1135 

Tyr Ser Ser Thr Lys Lys Ser Thr Gly Ala Gin Ser Ser Ala Met He 

1140 1145 1150 

Lys Lys Val Glu Thr Arg Glu He Ser Pro Val Thr He Ser Leu Asp 

1155 1160 1165 

Leu Asn Lys Leu Arg His Ser His Leu Phe He Leu Lys Gly Leu He 

1170 1175 1180 

Arg Lys Tyr Ser Gly Ser Gin Ala Leu Ser Leu Val Phe Thr Lys Asp 
1185 1190 1195 1200 
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Asn Gin Arg Phe Ala Ser lie Ser Pro Asp Ala Asp Phe Phe Val Thr 

1205 1210 1215 

Asp Asp lie Ser Ser Leu Leu Gin Glu lie Glu Ala Thr Asn lie Pro 

1220 1225 1230 

Ala Arg Val Leu Ala Thr Thr Val 
1235 1240 



(2) INFORMATIONS POUR LA SEQ ID NO: 919: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 414 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement ( 9 0 07 9 1 9 02 03 2 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 919: 



Leu 


Phe 


Phe 


Tyr 


Pne 


Thr 


Arg 


Lys 




Ada 


Ada 


rne 


Ala 




Pro 


1 ill 


1 








c 










i n 

1 U 










1 J 




Leu 


He 


Ala 


Asp 


Leu 


Gly 


pne 


Asp 


Lys 


Aj_a 


bin 


Leu 


\j±y 


lie 


lie 


vjiy 








2 0 










Z b 










J u 






Ser 


Thr 


Leu 


Tyr 


I le 


Thr 


Tyr 


Gly 


lie 


Ser 


Lys 


pne 


vai 


ber 




vai 






J _) 




















4 5 








Met 


Ser 


Asp 


Gin 


Ser 


Asn 


Pro 


Arg 


Tyr 


Phe 


Met 


Ala 


He 


Gly 


Leu 


He 




50 










55 










60 










He 


Thr 


Gly 


He 


Ser 


Asn 


He 


Phe 


Phe 


Gly 


Leu 


Ser 


Ser 


Thr 


He 


Pro 


65 










70 










75 










80 


Leu 


Phe 


Val 


Leu 


Phe 


Trp 


Gly 


He 


Asn 


Gly 


Trp 


Phe 


Gin 


Gly 


Trp 


Gly 










85 










90 










95 




Trp 


Pro 


Pro 


Cys 


Ala 


Arg 


Leu 


Leu 


Thr 


His 


Trp 


Tyr 


Ser 


Lys 


Ser 


Glu 








100 










105 










110 






Arg 


Gly 


Thr 


Trp 


Trp 


Ser 


Val 


Trp 


Ser 


Thr 


Ser 


His 


Asn 


He 


Gly 


Gly 






115 










120 










125 








Ala 


Leu 


He 


Pro 


Val 


Leu 


Thr 


Gly 


Val 


Ala 


He 


Asp 


Tyr 


Thr 


Gly 


Trp 




130 










135 










140 










Arg 


Gly 


Val 


Met 


Phe 


He 


Pro 


Gly 


He 


He 


Cys 


He 


He 


Met 


Gly 


Phe 


145 










150 










155 










160 


He 


Leu 


He 


Asp 


Arg 


Leu 


Arg 


Asp 


Thr 


Pro 


Gin 


Ser 


Leu 


Gly 


Leu 


Pro 










165 










170 










175 




Ala 


He 


Glu 


Lys 


Phe 


Arg 


Lys 


Glu 


Glu 


Asp 


Ala 


His 


Pro 


His 


Glu 


Glu 








180 










185 










190 






Thr 


Thr 


Ala 


Asp 


He 


Leu 


Glu 


Glu 


Glu 


Ala 


Glu 


Arg 


Glu 


Leu 


Ser 


Thr 






195 










200 










205 








Lys 


Glu 


He 


Leu 


Phe 


Thr 


Tyr 


Val 


Leu 


Ser 


Asn 


Lys 


Trp 


Leu 


Trp 


Phe 




210 










215 










220 










Leu 


Ser 


Phe 


Ala 


Ser 


Phe 


Phe 


He 


Tyr 


Val 


Val 


Arg 


Met 


Ala 


Val 


Asn 


225 










230 










235 










240 


Asp 


Trp 


Ser 


Ala 


Leu 


Tyr 


Leu 


He 


Glu 


Thr 


Lys 


Asp 


Tyr 


Ser 


Thr 


Val 










245 










250 










255 




Lys 


Ala 


Asn 


Leu 


Cys 


Val 


Ser 


Leu 


Phe 


Glu 


He 


Gly 


Gly 


Leu 


Phe 


Gly 








260 










265 










270 






Met 


Leu 


Leu 


Ala 


Gly 


Trp 


Leu 


Ser 


Asp 


Thr 


He 


Ser 


Lys 


Gly 


Lys 


Arg 






275 










280 










285 








Gly 


Pro 


Met 


Asn 


Val 


Val 


Phe 


Ser 


Leu 


Gly 


Leu 


Leu 


Val 


Ser 


He 


Leu 
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290 

Gly Leu Trp Gly 
305 

Phe Leu Phe lie 

Gly Leu Ala Ala 
340 

Ser Gly Phe Thr 
355 

Tyr Pro Leu Gly 
370 

Val Ala Leu Leu 
385 

Thr Trp Asn Ala 



295 

Thr Arg Asp Tyr 
310 

lie Gly Phe Phe 
325 

Ala Glu Leu Ser 

Gly Trp Phe Ala 
360 

Lys Val Ala Gin 
375 

Ala Cys Ala Leu 
390 

Ser Glu Gin Ser 
405 









300 


Phe 


Val 


Trp 


Trp 






315 




Leu 


Phe 


Gly 


Pro 




330 






His 


Lys 


Lys 


Ala 


345 








Tyr 


Phe 


Gly Ala 


Asp 


Trp 


Gly 


Trp 








380 


He 


Ala 


Leu 


He 






395 




Leu 


Arg 


Lys 


His 



He Asp Gly Thr 
320 

Gin Met Met He 
335 

Ala Gly Thr Ala 
350 

Ala Phe Ala Gly 
365 

His Gly Phe Phe 

Leu Phe Leu Pro 
400 

Ser His 



(2) INFORMATIONS < POUR LA SEQ ID NO : 92 0: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 4 00 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 902 677 .. 9 03 87 6 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 920: 



Trp 


Lys 


Arg 


Val 


1 








Phe 


Asp 


Glu 


He 








20 


Arg 


Val 


Gly 


Glu 






35 




Leu 


Asp 


Lys 


Lys 




50 






Ala 


Val 


Val 


Arg 


65 








Asn 


Lys 


Phe 


Tyr 


Ser 


Gly 


Arg 


Tyr 








100 


Val 


Arg 


His 


Pro 






115 




Phe 


Tyr 


Ala 


Ala 




130 






Leu 


Gly 


Gly 


Gin 


145 








Phe 


Phe 


Arg 


Lys 


Tyr 


His 


Ala 


Asn 








180 


Gin 


Glu 


Phe 


He 






195 




Arg 


Asp 


Leu 


Ser 




210 







Glu His Ala Ala 
5 

Arg Thr Pro Val 

His Ser Asp He 
40 

Gly Arg Ser Leu 
55 

Ala Leu Leu Asp 
70 

Tyr He Leu Pro 
85 

Arg Gin His His 

Leu Arg Asp Ala 
120 

Val Gly Leu Gin 
135 

Lys Thr Arg Ala 
150 

Asp Leu Asp Arg 
165 

Leu Leu Arg He 

Glu Lys Ala Pro 
200 

Tyr Phe Asp Ala 
215 



His Arg He Cys 
10 

Phe Glu Lys Thr 
25 

Val Lys Lys Glu 

Thr Leu Arg Pro 
60 

His Ser Ala Asp 
75 

Met Phe Arg Tyr 
90 

Gin Phe Gly Leu 
105 

Glu Val Leu Ser 

His Met Gin He 
140 

Arg Tyr Asp Glu 
155 

Leu Ser Pro Leu 
170 

Leu Asp Ser Lys 
185 

Ser He Leu Asp 

Val Leu Ala Gin 
220 



Asn Leu Tyr Gly 
15 

Glu Thr Phe Leu 
30 

Val Tyr Thr Xaa 
45 

Glu Gly Thr Ala 

Met Arg Lys Asp 
80 

Glu Arg Xaa Gin 
95 

Glu Ala He Gly 
110 

Leu Leu Trp Asp 
125 

His Val Asn Phe 

Ala Leu Arg Glu 
160 

Ser Gin Glu Arg 
175 

Glu Pro Glu Asp 
190 

Tyr He Asp Asp 
205 

Leu Lys Ala Leu 
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Gly lie Pro Phe Ala lie Asn Pro Arg Leu Val Arg Gly Leu Asp Tyr 
225 230 235 240 

Tyr Thr Asp Leu Val Phe Glu Ala Val Thr Val Val Gly Glu Arg Ser 

245 250 255 

Tyr Ala Leu Gly Gly Gly Gly Arg Tyr Asp Glu Leu Val Ala Gin Ser 

260 265 270 

Gly Gly Pro Ser Met Pro Ala Phe Gly Phe Gly Val Gly Leu Glu Arg 

275 280 285 

Val lie Gin Thr Leu Leu Glu Gin Gly Asn Ser Leu Ser Thr Ser Thr 

290 295 300 

Arg Arg Leu Arg Leu lie Pro Met Asp Glu Gin Ala Asp Ala Phe Cys 
305 310 315 320 

Phe Ser Trp Ala Asn Arg Leu Arg Asn Leu Gly lie Ala Thr Glu Val 

325. 330 335 

Asp Trp Ser His Lys Lys Pro Lys Leu Ser Leu Lys Asp Ala Ala Asp 

340 345 350 

Gin Gin Val Ser Phe Val Cys Leu Leu Gly Glu Gin Glu Leu Ala Thr 

355 360 365 

Lys Gin Phe lie Val Lys Asp Met Ser Leu His Gin Ser Phe Ser Gly 

370 375 380 

Ala Gin Gin Asp Val Glu Gin Arg Leu Val Tyr Glu Val Gin Asn Ala 
385 390 395 400 



(2) INFORMATIONS POUR LA SEQ ID NO: 921: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 87 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 9 03 47 1 9 0373 1 ) 



(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 921: 



Ser 


Ala 


Ala 


Ser 


Leu 


Arg 


Asp 


Asn 


Leu 


Gly 


Phe 


Leu 


Trp 


Leu 


Gin 


Ser 


1 








5 










10 










15 




Thr 


Ser 


Val 


Ala 


Met 


Pro 


Arg 


Leu 


Arg 


Lys 


Arg 


Phe 


Ala 


His 


Glu 


Lys 








20 










25 










30 






Gin 


Asn 


Ala 


Ser 


Ala 


Cys 


Ser 


Ser 


He 


Gly 


He 


Asn 


Arg 


Asn 


Arg 


Arg 






35 










40 










45 








Val 


Glu 


Val 


Asp 


Lys 


Glu 


Phe 


Pro 


Cys 


Ser 


Asn 


Ser 


Val 


Trp 


He 


Thr 




50 










55 










60 










Leu 


Ser 


Asn 


Pro 


Thr 


Pro 


Lys 


Pro 


Lys 


Ala 


Gly 


He 


Glu 


Gly 


Pro 


Pro 


65 










70 










75- 










80 


Asp 


Cys 


Ala 


Thr 


Asn 


Ser 


Ser 





















85 



(2) INFORMATIONS POUR LA SEQ ID NO: 922: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 582 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 9 03 8 60 9 05 605 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 922: 



Met 


Lys 


Tyr 


Arg 


Thr 


His 


Lys 


Cys 


Asn 


Glu 


Leu 


Ser 


Leu 


Asp 


His 


Val 


1 








5 










10 










15 




Gly 


Glu 


His 


Val 


Arg 


Leu 


Ser 


Gly 


Trp 


Val 


His 


Arg 


Tyr 


Arg 


Asn 


His 








20 










25 










30 






Gly 


Gly 


Val 


Val 


Phe 


He 


Asp 


Leu 


Arg 


Asp 


Arg 


Phe 


Gly 


He 


Thr 


Gin 






35 










40 










45 








lie 


Val 


Cys 


Arg 


Gin 


Glu 


Glu 


Asn 


Pro 


Glu 


Leu 


His 


Gin 


Leu 


Met 


Asp 




50 










55 










60 










Gin 


Val 


Arg 


Ser 


Glu 


Trp 


Val 


Leu 


Cys 


Val 


Glu 


Gly 


Leu 


Val 


Cys 


Ala 


65 










70 










75 










80 


Arg 


Leu 


Glu 


Gly 


Met 


Glu 


Asn 


Pro 


Asn 


Leu 


Val 


Thr 


Gly 


Ser 


He 


Glu 










85 










90 










95 




Val 


Glu 


Val 


Ser 


Ser 


Leu 


Glu 


Val 


Leu 


Ser 


Arg 


Ala 


Gin 


Asn 


Leu 


Pro 








100 










105 










110 






Phe 


Ser 


He 


Ser 


Asp 


Glu 


His 


He 


Asn 


Val 


Asn 


Glu 


Glu 


Leu 


Arg 


Leu 






115 










120 










125 








Thr 


Tyr 


Arg 


Tyr 


Leu 


Asp 


Met 


Arg 


Arg 


Gly 


Asp 


He 


Leu 


Asp 


Arg 


Leu 




130 










135 










140 










Met 


Cys 


Arg 


His 


Lys 


Val 


Met 


Leu 


Ala 


Cys 


Arg 


Gin 


Tyr 


Leu 


Asp 


Glu 


145 










150 










155 










160 


Gin 


Gly 


Phe 


Thr 


Glu 


Val 


Val 


Thr 


Pro 


He 


Leu 


Gly 


Lys 


Ser 


Thr 


Pro 










165 










170 










175 




Glu 


Gly 


Ala 


Arg 


Asp 


Tyr 


Leu 


Val 


Pro 


Ser 


Arg 


He 


Tyr 


Pro 


Gly 


Asn 








180 










185 










190 






Phe 


Tyr 


Ala 


Leu 


Pro 


Gin 


Ser 


Pro 


Gin 


Leu 


Phe 


Lys 


Gin 


He 


Leu 


Met 






195 










200 










205 








Val 


Gly 


Gly 


Leu 


Asp 


Arg 


Tyr 


Phe 


Gin 


He 


Ala 


Thr 


Cys 


Phe 


Arg 


Asp 




210 










215 










220 










Glu 


Asp 


Leu 


Arg 


Ala 


Asp 


Arg 


Gin 


Pro 


Glu 


Phe 


Thr 


Gin 


He 


Asp 


Met 


225 










230 










235 










240 


Glu 


Met 


Ser 


Phe 


Gly 


Gly 


Pro 


Glu 


Asp 


Leu 


Phe 


Pro 


Val 


Val 


Glu 


Glu 










245 










250 










255 




Leu 


Val 


Thr 


Arg 


Leu 


Phe 


Ala 


Val 


Lys 


Gly 


He 


Glu 


Leu 


Lys 


Ala 


Pro 








260 










265 










270 






Phe 


Leu 


Arg 


Met 


Thr 


Tyr 


Gin 


Glu 


Ala 


Lys 


Asp 


Ser 


Tyr 


Gly 


Thr 


Asp 






275 










280 










285 








Lys 


Pro 


Asp 


Leu 


Arg 


Phe 


Ala 


Leu 


Arg 


Leu 


Lys 


Asn 


Cys 


Cys 


Glu 


Tyr 




290 










295 










300 










Ala 


Arg 


Lys 


Phe 


Thr 


Phe 


Ser 


He 


Phe 


Leu 


Asp 


Gin 


Leu 


Ala 


His 


Gly 


305 










310 










315 










320 


Gly 


Thr 


Val 


Lys 


Gly 


Phe 


Cys 


Val 


Pro 


Gly 


Gly 


Ala 


Asp 


Met 


Ser 


Arg 










325 










330 










335 




Lys 


Gin 


Leu 


Asp 


He 


Tyr 


Thr 


Asp 


Phe 


Val 


Lys 


Arg 


Tyr 


Gly 


Ser 


Met 








340 










345 










350 






Gly 


Leu 


Val 


Trp 


He 


Lys 


Lys 


Gin 


Asp 


Gly 


Gly 


Val 


Ser 


Ser 


Asn 


Val 






355 










360 










365 








Ala 


Lys 


Phe 


Ala 


Ser 


Glu 


Asp 


Val 


Phe 


Gin 


Glu 


Met 


Phe 


Glu 


Ala 


Phe 




370 










375 










380 










Glu 


Ala 


Lys 


Asp 


Gin 


Asp 


He 


Leu 


Leu 


Leu 


He 


Ala 


Ala 


Pro 


Glu 


Ala 


385 










390 










395 










400 


Val 


Ala 


Asn 


Gin 


Ala 


Leu 


Asp 


His 


Leu 


Arg 


Arg 


Leu 


He 


Ala 


Lys 


Glu 



405 410 415 
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Arg 


Gin 


Leu 


Tyr 


Asp 


Ser 


xnr 




Tyr 


Asn 


irlie 


Val 


Trp 


lie 


±111. 


Asp 








/ion 










/19c 

f± £t J 










1 J U 






Phe 


Pro 


Leu 


Phe 


Ala 


Lys 


J.U 


pi n 

L»iU 


j.y 




Leu 


Cys 


Pro 


pin 




il JL iD 






A ~i C 

43 b 










a a n 

f* ft u 










A A 
f± f± j 








Pro 


Phe 


Thr 


Ala 


Pro 


Leu 


Asp 


Pill 


Asp 


Tin 

x xe 


Ser 


Leu 


Leu 


Asp 


Ser 


Asp 




450 










/I cr cr 










a & n 

*t O U 










Pro 


Phe 


Ala 


Val 


Arg 


Ser 


Ser 


Ser 


Tyr 


Asp 


Leu 


vax 


Leu 


Asn 


\j xy 


Tyr 


465 










a *"7 r> 
4 / U 




















/i ft n 


Glu 


lie 


Ala 


Ser 


Gly 


Ser 




Arg 


T1 Q 

x xe 


nlS 


Asn 


Pro 


Asp 


Leu 


V? XXI 


Asn 










485 










/ion 
4i y u 










A Q 




Lys 


lie 


Pne 


A±a 


Leu 


Leu 


Lys 


Leu 


0 fc; JL 


p 1 -n 




C d Y" 


VUl 




Glu 


Lys 






_) VJ \J 










505 










510 






Phe 


Gly 


Phe 


Phe 


He 


Asp 


Ala 


Leu 


Ser 


Phe 


Gly 


Thr 


Pro 


Pro 


His 


Leu 




515 










520 










525 








Gly 


lie 


Ala 


Leu 


Gly 


Leu 


Asp 


Arg 


He 


Met 


Met 


Val 


Leu 


Thr 


Gly 


Ala 


530 










535 










540 










Glu 


Thr 


He 


Arg 


Glu 


Val 


He 


Ala 


Phe 


Pro 


Lys 


Thr 


Gin 


Lys 


Ala 


Gly 


545 










550 










555 










560 


Asp 


Leu 


Met 


Met 


Ser 


Ala 


Pro 


Ser 


Glu 


He 


Leu 


Pro 


He 


Gin 


Leu 


Lys 








565 










570 










575 




Glu 


Leu 


Gly 


Leu 


Lys 


Leu 























580 



(2) INFORMATIONS POUR LA SEQ ID NO: 923: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 243 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 9 0574 6 .. 9 06474 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 923: 

Met Lys Asn He Leu Ser Trp Met Leu Met Phe Ala Val Ala Leu Pro 

1 5 10 15 

He Val Gly Cys Asp Asn Gly Gly Gly Ser Gin Thr Ser Ala Thr Glu 

20 25 30 

Lys Ser Met Val Glu Asp Ser Ala Leu Thr Asp Asn Gin Lys Leu Ser 

35 - 40 45 

Arg Thr Phe Gly His Leu Leu Ala Arg Gin Leu Ser Arg Thr Glu Asp 

50 55 60 

Phe Ser Leu Asp Leu Val Glu Val He Lys Gly Met Gin Ser Glu He 
65 70 75 80 

Asp Gly Gin Ser Ala Pro Leu Thr Asp Thr Glu Tyr Glu Lys Gin Met 

85 90 95 

Ala Glu Val Gin Lys Ala Ser Phe Glu Ala Lys Cys Ser Glu Asn Leu 

100 105 110 

Ala Ser Ala Glu Glu Phe Leu Lys Glu Asn Lys Glu Lys Ala Gly Val 

115 120 125 

He Glu Leu Glu Pro Asn Lys Leu Gin Tyr Arg Val Val Lys Glu Gly 

130 135 140 

Thr Gly Arg Ala Leu Ser Gly Lys Pro Thr Ala Leu Leu His Tyr Thr 
145 150 155 160 

Gly Ser Phe He Asp Gly Lys Asp Phe Asp Ser Ser Glu Lys Asn Lys 
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165 

Ala Ala lie Leu Leu 
180 

Gly Met Gin Gly Met 
195 

Pro Asp Leu Ala Tyr 
210 

Leu lie Phe Glu Val 
225 

Val Thr Glu 



170 

Pro Leu Thr Lys Val 
185 

Lys Glu Gly Glu Val 
200 

Gly Thr Ala Gly Gin 
215 

Xaa Leu lie Glu Ala 
230 



175 

lie Pro Gly Phe Ser Gin 
190 

Arg Val Leu Tyr lie His 
205 

Leu Pro Pro Asn Ser Leu 
220 

Asn Asp Asp Asn Val Ser 
235 240 



(2) INFORMATIONS POUR LA SEQ ID NO: 924: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 119 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 9 06589 9 06 945 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 924: 



Pro 


Leu 


Gly 


Phe 


Ser 


Leu 


Ala 


Asp 


Lys 


Phe 


Val 


Lys 


Arg 


Ala 


Gly 


Met 


1 








5 










10 










15 




Asp 


Tyr 


Trp 


Glu 


Arg 


Leu 


Ser 


Leu 


Ser 


Val 


Val 


Asp 


Ser 


Leu 


Glu 


Glu 








20 










25 










30 






Ala 


Leu 


Leu 


Gly 


Val 


Pro 


Lys 


Glu 


Arg 


He 


Phe 


Cys 


Leu 


Thr 


Thr 


Lys 






35 










40 










45 








Gly 


Ser 


Ser 


Tyr 


Tyr 


Gly 


Glu 


Arg 


Glu 


Leu 


Pro 


Leu 


Asp 


Gly 


Thr 


Tyr 




50 










55 










60 










He 


Phe 


Gly 


Ala 


Glu 


Ser 


Lys 


Gly 


Leu 


Ser 


Gin 


Thr 


Val 


Leu 


Asp 


Ala 


65 










70 










75 










80 


Tyr 


Ser 


Ser 


Gin 


Cys 


Leu 


Tyr 


He 


Pro 


Met 


He 


Glu 


Gly 


Thr 


Arg 


Ser 










85 










90 










95 




Leu 


Asn 


Leu 


Ala 


Thr 


Ser 


Val 


Gly 


He 


Val 


Met 


Tyr 


Glu 


Val 


Ala 


Arg 








100 










105 










110 






Gin 


Asn 


Tyr 


Lys 


Thr 


Leu 


Phe 





















115 



(2) INFORMATIONS POUR LA SEQ ID NO: 925: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 102 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 9 07 0 01 9 073 06 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 925: 
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Met Val Gin Val Val Ser Gin Glu Asn Phe Ala Asp Ser lie Ala Ser 

15 10 15 

Gly Leu Val Leu lie Asp Phe Phe Ala Glu Trp Xaa Gly Pro Cys Lys 

20 25 30 

Met Leu Thr Pro Val Leu Glu Ala Leu Ala Ala Glu Leu Pro His Val 

35 40 45 

Thr He Leu Lys Val Asp He Asp Ser Ser Pro Arg Pro Ala Glu Gin 

50 55 60 

Tyr Ser Val Ser Ser He Pro Thr Leu He Leu Phe Lys Asp Gly Lys 
65 70 75 80 

Glu Val Glu Arg Ser Val Gly Leu Lys Asp Lys Asp Ser Leu He Lys 

85 90 95 

Leu He Ser Lys His Gin 
100 



(2) INFORMATIONS POUR LA SEQ ID NO : 92 6: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 214 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 9 08101 9 08742 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 926: 

Gin Arg Thr Cys Phe Xaa Xaa Glu Gin Ser Leu Arg Leu Ser Pro Val 

1 5 . 10 15 

Val Phe Val Arg Asp Lys He He Phe Lys Ser Thr Glu Asp Ala He 

20 25 30 

Gin Leu Leu Glu Ala Asp Lys Lys He Trp Arg Glu Thr Glu He Gin 

35 40 45 

He Ser Ser Gly Lys Pro Glu Val Asn Glu Gin Thr Lys Arg He Tyr 

50 55 60 

He Cys Pro Phe Thr Gly Lys Val Phe Ala Asp Asn Val Tyr Ala Asn 
65 '70 75 80 

Pro Gin Asp Ala He Tyr Asp Trp Leu Ser Ser Cys Pro Gin Asn Arg 

85 90 95 

Glu Arg Gin Ser Gly Val Ala Val Lys Arg Phe Leu Val Ser Asp Asp 

100 - 105 110 

Pro Glu Val He Arg Ala Tyr He Val Pro Pro Lys Glu Pro He He 

115 120 125 

Lys Thr Val Tyr Ala Ser Ala Val Thr Gly Lys Leu Phe His Ser Leu 

130 135 140 

Pro Thr Leu Leu Glu Asp Phe Lys Thr Ser Tyr Leu Arg Pro Met Thr 
145 150 155 160 

Leu Glu Glu Val Gin Asn Gin Asn Lys Phe Gin Leu Glu Ser Ser Phe 

165 170 175 

Leu Thr Leu Leu Gin Asn Ala Leu Glu Glu Glu Lys He Ala Glu Phe 

180 185 190 

Val Glu Ser Leu Ala Asp Asp Thr Ala Phe His Lys Tyr He Ser Gin 

195 200 205 

Trp Val Asp Thr Glu Glu 
210 



1629 



(2) INFORMATIONS POUR LA SEQ ID NO: 927: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 158 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 9 0872 1 . . 9 0 9 1 94 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 927: 



Pro 


Met 


Gly 


Arg 


Tyr 


Arg 


Arg 


Val 


Thr 


His 


Ser 


Cys 


Glu 


Glu 


Thr 


He 


1 








5 










10 










15 




Asp 


Leu 


Ala 


Thr 


Arg 


Val 


Gly 


Arg 


Asp 


Leu 


Thr 


Pro 


Gly 


Met 


Val 


Val 








20 










25 










30 






Leu 


Leu 


Ser 


Gly 


Asp 


Tyr 


Gly 


Ser 


Gly 


Lys 


Thr 


Glu 


Phe 


Val 


Arg 


Gly 






35 










40 










45 








He 


Val 


Gin 


Gly 


Phe 


Leu 


Gly 


Glu 


Ala 


Ala 


Val 


Asp 


Gin 


Val 


Ala 


Ser 




50 










55 










60 










Pro 


Ser 


Phe 


Ala 


Leu 


Leu 


His 


Val 


Tyr 


Glu 


Ala 


Gly 


Gly 


Arg 


Arg 


Val 


65 










70 










75 










80 


Cys 


His 


Tyr 


Asp 


Leu 


Tyr 


Arg 


Leu 


Glu 


Thr 


Met 


Asp 


He 


Arg 


Asn 


Gly 










85 










90 










95 




Ala 


Asp 


Leu 


Phe 


Gin 


Asp 


Ala 


Glu 


Glu 


Glu 


Asp 


Leu 


He 


Cys 


Val 


Glu 








100 










105 










110 






Trp 


Pro 


Glu 


Ala 


Val 


Asn 


Leu 


Leu 


Pro 


Gin 


Phe 


Arg 


Lys 


Ser 


Val 


Cys 






115 










120 










125 








Val 


Gin 


Met 


Arg 


Ser 


Leu 


Thr 


Asp 


Ala 


Gin 


Arg 


Glu 


Val 


Ser 


He 


Gly 




130 










135 










140 










Val 


Thr 


Asp 


Gly 


Cys 


Asp 


Leu 


Ser 


Phe 


Phe 


Met 


Glu 


Asn 


Asp 






145 










150 










155 













(2) INFORMATIONS POUR LA SEQ ID NO: 928: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 129 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 9 09 19 8 .. 9 09 584 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 928: 

Arg Val Val Leu Leu Lys Asp Val Glu Phe Val Cys Leu Asp Cys Glu 

15 10 15 

Thr Thr Gly Leu Asp Val Lys Lys Asp Arg Val He Glu Phe Ala Ala 

20 25 30 

He Arg Phe Thr Phe Asp Glu He He Asp Ser Val Glu Phe Leu He 

35 40 45 

His Pro Glu Arg Ala Val Ser Ala Glu Ser Gin Lys He His Lys He 
50 55 60 
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Ser 


Asp 


Ala 


Met 


Leu 


Arg 


Asp 


Lys 


Pro 


Lys 


Phe 


Gly 


Glu 


Val 


Phe 


Ser 


65 










70 










75 










80 


Arg 


He 


Lys 


Gly 


Phe 


Phe 


Lys 


Glu 


Arg 


Asp 


His 


He 


Val 


Gly 


His 


His 










85 










90 










95 




Val 


Gly 


Phe 


Asp 


Leu 


Gin 


Val 


Leu 


Ser 


Gin 


Glu 


Ser 


Glu 


Arg 


Leu 


Gly 








100 










105 










110 






Glu 


Thr 


Leu 


Leu 


Pro 


Lys 


His 


His 


Tyr 


Val 


He 


Asp 


Thr 


Leu 


Arg 


Leu 



115 120 125 

Ala 



(2) INFORMATIONS POUR LA SEQ ID NO : 929: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 123 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETI QUE : ou i 



(viii) POSITION DANS LE GENOME: 909583 .. 909951 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 929: 



Leu 


Lys 


Glu 


Tyr 


Gly 


Asp 


Ser 


Pro 


Asn 


Asn 


Ser 


Leu 


Glu 


Ala 


Leu 


Ala 


1 








5 










10 










15 




Arg 


His 


Phe 


Asn 


Val 


Pro 


His 


Gin 


Gly 


Asn 


His 


Arg 


Ala 


Met 


Lys 


Asp 








20 










25 










30 






Val 


Glu 


Met 


Asn 


Val 


Lys 


Val 


Phe 


Lys 


His 


Leu 


Thr 


Lys 


Arg 


Phe 


Arg 






35 










40 










45 








Thr 


Leu 


Ser 


Gin 


Val 


Thr 


His 


He 


Leu 


Ser 


Lys 


Pro 


He 


Lys 


Met 


Lys 




50 










55 










60 










Tyr 


Met 


Pro 


Leu 


Gly 


Lys 


Tyr 


Lys 


Gly 


Trp 


Leu 


Phe 


Thr 


Asp 


He 


Pro 


65 










70 










75 










80 


Leu 


GlU 


Tyr 


Leu 


Leu 


Trp 


Ala 


Ser 


Lys 


Met 


Asp 


Phe 


Asp 


Gin 


Asp 


Leu 










85 










90 










95 




Leu 


Phe 


Ser 


He 


Arg 


Ser 


Glu 


He 


Lys 


Ser 


Arg 


Lys 


Lys 


Gly 


Thr 


Gly 








100 










105 










110 






Phe 


Ala 


Gin 


Ala 


Asn 


Asn 


Pro 


Phe 


Leu 


Gly 


Leu 













115 120 



(2) INFORMATIONS POUR LA SEQ ID NO : 93 0: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 163 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 910081 .. 910569 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 930: 

Lys Gly Asp Val Arg Lys Asp Asn Lys Glu Asp Lys Arg Lys Lys Val 
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1 

Ser Ala Ser Cys 
20 

Leu Asn Thr Asn 
35 

Asp Arg Leu Ala 
50 

Val Thr Ala Phe 
65 

Gly Glu Asn Leu 

Ser Leu Glu Val 
100 

Glu His Arg His 
115 

Lys Asn Asn Ser 
130 

Glu Glu lie Arg 
145 

Leu Lys Leu 



5 

lie Thr Asp His 

Asn Thr Xaa Phe 
40 

Leu Val Val Ala 
55 

Val Asp Ala Met 
70 

lie Cys Cys Ala 
85 

Gly Val Lys Val 

lie Thr Ser Ala 
120 

Pro Val Glu Val 
135 

Arg Phe Arg Glu 
150 



10 

lie Tyr Lys lie 
25 

Gly Gly Leu Leu 

Glu Arg His Cys 
60 

Arg Phe Tyr Ala 
75 

Ser Val Asn Arg 
90 

Trp Ala Glu Asn 
105 

Tyr Phe Thr Phe 

Pro Glu Leu He 
140 

Ala Asp Gin Arg 
155 



15 

Phe Pro Asn Asp 
30 

Met Ser Leu Leu 
45 

Glu Ser He Cys 

Pro Ala Tyr Met 
80 

Ser Trp Arg Thr 
95 

He Tyr Lys Gin 
110 

Val Ala Val Asp 
125 

Pro Glu Ser Gin 

Arg Ala Leu Arg 
160 



(2) INFORMATIONS POUR LA SEQ ID NO: 931: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 110 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 9 10615 9 10944 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 931: 



Ala 


Ser 


Lys 


Gly 


Val 


Pro 


Leu 


Val 


Phe 


Lys 


Pro 


Val 


Ser 


Tyr 


He 


He 


1 








5 










10 










15 




Leu 


Ser 


Trp 


Val 


Leu 


Val 


Cys 


Leu 


Ala 


Gin 


Pro 


Asp 


Val 


Ser 


Val 


Val 








20 










25 










30 






Ala 


Ser 


Val 


Val 


Ser 


Cys 


He 


Cys 


Gly 


Tyr 


Ser 


Leu 


Leu 


Trp 


Ala 


Gly 






35 










40 










45 








Leu 


Phe 


Ala 


Leu 


Val 


Glu 


Gin 


Leu 


Ser 


Trp 


Lys 


Lys 


Val 


Trp 


Cys 


He 




50 










55 










60 










Ala 


Phe 


He 


Trp 


Thr 


Trp 


Thr 


Val 


Glu 


Gly 


Ala 


His 


Phe 


Ser 


Trp 


Met 


65 










70 










75 










80 


Leu 


Glu 


Asp 


Leu 


Tyr 


Val 


Gly 


Thr 


Ser 


He 


Tyr 


Phe 


Val 


Trp 


Gly 


He 










85 










90 










95 




Leu 


Leu 


Ser 


Tyr 


Leu 


Ala 


Thr 


Leu 


Phe 


Ala 


Ser 


Phe 


Ser 


Cys 







100 105 110 



(2) INFORMATIONS POUR LA SEQ ID NO: 932: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 43 8 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 910948 . . 912261 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 93 2: 



Val 


Val 


Trp 


Cys 


Cys 


Arg 


Lys 


bin 


Tyr 


Arg 


C 1 \r 

oiy 


r\ X d 


Leu 


val 


xrp 


Leu 


1 








c 

b 










1 u 










1 D 




Pro 


Gly 


Val 


Trp 


Val 


Ala 


I le 


Glu 


Ala 


lie 


Arg 


Tyr 


Tyr 


Pl,r 

biy 


Leu 


Leu 








20 




















-3 VJ 






Ser 


Gly 


Val 


Ser 


Phe 


Asp 


pne 


T "1 Q 

lie 


Laiy 


Trp 


Pro 


Leu 


inr 


Ala 
Ala 


lnr 


n a 






J b 










a n 


















Tyr 


Gly 


Arg 


Gin 


pne 


Laiy 


Ser 


irne 


xrne 


w?xy 


irp 


nla 


biy 


bill 




Jr i 1 




_> U 










c: cr 
_> — > 










60 










Leu 


va j. 


Tl a 

lie 


Ala 


-rtXcl 


Asn 


Tip 


v-y £> 


v— y 0 


Phe 


Ala 


Ala 


Cys 


Leu 


Leu 


Lys 


O D 










70 










75 










80 


MIS 


i>er 


it ne 


Ser 


Lys 






xx p 


Leu 


Thr 


Leu 


Cys 


Ala 


Phe 


Pro 


Tvr 

iy x 










ft ^ 










9 0 










95 




Leu 


Leu 


L»iy 


biy 


Ala 


nis 


Tyr 


VjIU 


ryr 


Leu 


Lys 


Lys 


His 


Phe 


Ser 


Asp 








i on 

1UU 










105 










110 






Ser 


G1U 


vai 


Leu 


Arg 


vax 


/\ J. d 


Tip 

X JL fc= 


val 


pin 

Xll 


zr JL \j 


jl y 


xy X 


Ser 


Pro 


His 






1 1 c 

X X J 










12 0 










125 








Met 


His 


Ala 


L»iy 


Arg 


t- 

MeC 


Ala 


Ser 


r\ JL a 


Tip 

X X t= 


xrp 


rix y 


oiy 


T .01 1 


Val 


Cpr 




1 

iJU 










1 TC 

1 J j 










1 40 

X *i U 










Leu 


Cys 


(jin 


Thr 


lie 


pi n 
oin 


XXIX 


"D >- r*v 


val 




Val 


He 


Val 


Phe 


Pro 


GlU 










150 










155 










160 


va JL 


Ser 


Val 


Jr X \J 


IT 1 ltS 


vjt jl y 


Leu 


His 


Arg 


Gin 


Ala 


TVr 
ly 1 


Thr 


Leu 


His 


Glu 










1 fiR 

lO J 










170 










175 




Asn 


Gin 


Pro 


val 


Leu 


pin 


Ser 


T .01 i 


T .01 1 


Prn 


Asn 


Lys 


Ser 


xx p 


Gly 


Glu 








i on 

lou 










1 ft ^ 

10 J 










19 0 






Phe 


Phe 


Thr 


Asn 


Leu 


Asp 


m 

Trp 


1 jl e 


Pin 

bin 


Aid 


lie 


Ala 


Pin 


Arg 


xyr 


pi n 

U1IJ 






1 y b 




















£. \J J 








Cys 


Thr 


Val 


He 


Met: 


Gly 


Met 


G1U 


Arg 


Trp 


pi M 

bill 


Asn 


Lys 


Pi w 

0 xy 


pi\» 
\j xy 


x x e 




Z 1 U 










Z1D 




















Leu 


His 


Leu 


Tyr 


Asn 


Ala 


Ala 


CjIU 


Cys 


vai 


Ser 


Arg 


pin 
blU 


biy 


pin 

L3 X IX 


Tlo 

lie 


225 










*5 7 n 

^ J u 










Z, J J 










240 


Thr 


Ser 


Tyr 


Asp 


Lys 


Arg 


lie 


Leu 


va 1 


Pro 


biy 


biy 


Pin 
X Li. 


iyr 


Tip 
11c 


JrX L^ 




















Z jU 










9 ^ ^ 
j j 




Gly 


Gly 


Lys 


lie 


(jiy 


pne 


Ser 


Leu 


Cys 


pl n 


Thr 


Jrl 1 1: 


Jrilts 


±rx w 


pin 










2 60 










265 










270 






Ala 


Leu 


Pro 


Phe 


Gin 


Arg 


Leu 


Pro 


Gly 


Glu 


Phe 


Ser 


Gly 


Val 


Val 


Asn 






275 










280 










285 








He 


Thr 


Glu 


Arg 


He 


Lys 


Ala 


Gly 


He 


Ser 


He 


Cys 


Tyr 


Glu 


Glu 


Thr 




290 










295 










300 










Phe 


Gly 


Tyr 


Ala 


He 


Arg 


Pro 


Tyr 


Lys 


Arg 


Gin 


Gin 


Ala 


Asp 


He 


Leu 


305 










310 










315 










320 


Val 


Asn 


Leu 


Thr 


Asn 


Asp 


Gly 


Trp 


Tyr 


Pro 


Arg 


Ser 


Arg 


Leu 


Pro 


Leu 










325 










330 










335 




Val 


His 


Phe 


Tyr 


His 


Gly 


Met 


Leu 


Arg 


Asn 


Gin 


Glu 


Leu 


Gly 


He 


Pro 








340 










345 










350 






Cys 


He 


Arg 


Ala 


Cys 


His 


Thr 


Gly 


Val 


Ser 


Ala 


Ala 


Val 


Asp 


Ser 


Leu 






355 










360 










365 








Gly Arg 


He 


Val 


Gly 


He 


Leu 


Pro 


Trp 


Glu 


Ser 


Arg 


Thr 


Cys 


Pro 


Val 




370 










375 










380 










Ser 


Thr 


Gly 


Val 


Leu 


Gin 


Val 


Ser 


Val 


Pro 


Leu 


Tyr 


Ser 


Tyr 


His 


Thr 


385 










390 










395 










400 


Val 


Tyr 


Ala 


Arg 


Leu 


Gly 


Asp 


Ala 


Pro 


Leu 


Leu 


Leu 


He 


Ala 


Val 


Cys 



1633 



405 410 415 

Ser Val He Gly Ala He Ala Tyr Phe Tyr Arg Lys Lys Lys Glu Thr 

420 425 430 

Pro Pro Gin Thr Phe Phe 
435 



(2) INFORMATIONS POUR LA SEQ ID NO : 933: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 77 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 9 123 9 9 9 12 62 9 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 933: 



Gly Met Leu Phe 
1 

Tyr Xaa Arg Ala 
20 

Ala Ala Ser Glu 
35 

Thr Gly Arg Ser 
50 

Val Glu His Leu 
65 



Arg Gly Gly Ser 
5 

Arg Arg Gly Lys 

Gin Tyr He Pro 
40 

Thr Thr Leu Ser 
55 

Leu Ala Ser Leu 
70 



Ala Phe Trp Lys 
10 

Tyr Arg Arg He 
25 

Ala Arg Leu Ala 

Leu Asp Gly Ser 
60 

Leu Leu Arg Ser 
75 



Ser Cys Asp Ala 
15 

Phe Ser Arg His 
30 

Asn Val Cys Gly 
45 

Val He Ser Thr 
Gly 



(2) INFORMATIONS POUR LA SEQ ID NO: 934: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 08 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE -GENOME : 9 1259 5 9 13 218 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 93 4: 



Asn 


Thr 


Cys 


Trp 


His 


Arg 


Ser 


Tyr 


Phe 


Gly 


Val 


Asp 


Asn 


Val 


Arg 


He 


1 








5 










10 










15 




Tyr 


Cys 


Ser 


Glu 
20 


Asp 


Glu 


He 


Pro 


He 
25 


Gly 


Asp 


Gly 


Ser 


Ala 
30 


Gin 


Val 


Phe 


Met 


Asp 
35 


Leu 


He 


Asp 


Gin 


Ala 
40 


Gly 


He 


Gin 


Glu 


Gin 
45 


Glu 


Gin 


Thr 


Val 


Gin 
50 


He 


Ala 


Arg 


Leu 


Ala 
55 


His 


Pro 


Val 


Tyr 


Tyr 
60 


Gin 


Tyr 


Gin 


Asp 


Thr 


He 


Leu 


Ala 


Ala 


Phe 


Pro 


Ser 


Asp 


Glu 


Phe 


Lys 


He 


Ser 


Tyr 


Thr 


65 










70 










75 










80 


Leu 


His 


Tyr 


Ser 


His 
85 


Asn 


Ser 


Thr 


He 


Gly 
90 


Thr 


Gin 


Tyr 


Arg 


Ser 
95 


Leu 



1634 



Val lie Ser Glu Glu Ser Phe Arg Lys Glu lie Ala Pro Cys Arg Thr 

100 105 110 

Phe Ala Leu Tyr Ser Glu Leu Cys Phe Leu Met Glu Lys Gly Leu lie 

115 120 125 

Gly Gly Gly Cys Val Gly Asn Ala Val Leu Ser Lys Xaa Asp Gly Val 

130 135 140 

lie Ser Leu Gly Lys Leu Arg Phe Pro Asp Glu Pro Val Arg His Lys 
145 150 155 160 

lie Leu Asp Leu lie Gly Asp Leu Ser Leu Val Gly Thr Pro Phe Leu 

165 170 175 

Ala His Val lie Ala Val Gly Ser Gly His Ser Ser Asn lie Ala Leu 

180 185 190 

Gly Asn Arg lie Leu Glu Ala Leu Gin His Glu Gin Glu Leu Val Lys 
195 200 205 



(2) INFORMATIONS POUR LA SEQ ID NO : 93 5: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 158 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 9 13 2 03 9 13 67 6 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 935: 



Thr 


Gly 


Val 


Ser 


Gin 


Met 


Asn 


Glu 


Lys 


Pro 


Val 


Leu 


Gly 


He 


Gin 


Asp 


1 








5 










10 










15 




He 


Gin 


Asn 


Leu 


Leu 


Pro 


His 


Arg 


Tyr 


Pro 


Phe 


Leu 


Leu 


Val 


Asp 


Lys 








20 










25 










30 






He 


Leu 


Ser 


Tyr 


Asp 


Leu 


Asn 


Thr 


Arg 


Ser 


Val 


Val 


Ala 


Gin 


Lys 


Asn 






35 










40 










45 








Val 


Thr 


He 


Asn 


Glu 


Pro 


Phe 


Phe 


Ala 


Gly 


His 


Phe 


Pro 


Gly 


Ala 


Pro 




50 










55 










60 










He 


Met 


Pro 


Gly 


Val 


Leu 


He 


Leu 


Glu 


Ala 


Leu 


Ala 


Gin 


Ala 


Ala 


Gly 


65 










70 










75 










80 


Val 


Leu 


Leu 


Gly 


He 


He 


Leu 


Glu 


Asn 


Asp 


Arg 


Asp 


Lys 


Lys 


He 


Ala 










85 










90 










95 




Leu 


Phe 


Leu 


Gly 


He 


Gin 


Lys 


Ala 


Lys 


Phe 


Arg 


Gin 


Pro 


Val 


Lys 


Pro 








100 










105 










110 






Gly 


Asp 


Val 


Leu 


Thr 


Leu 


Lys 


Ala 


Glu 


Phe 


Ser 


Leu 


He 


Ser 


Ala 


Lys 






115 










120 










125 








Gly 


Gly 


Lys 


Ala 


Phe 


Ala 


Gin 


Ala 


Phe 


Val 


Gly 


Ser 


Gin 


Val 


Val 


Ala 




130 










135 










140 










Glu 


Gly 


Glu 


Leu 


Ser 


Phe 


Val 


Leu 


Val 


Lys 


Lys 


Glu 


Ser 


He 






145 










150 










155 













(2) INFORMATIONS POUR LA SEQ ID NO: 93 6: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 65 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



1635 



(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 913691 914485 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 936: 



Met 


X 11X 


/loll 


Tip 


Hi 


i X KJ 


Thr* 


r\Xcx 


Tin 
J. J. fcr 


V Ct _L 


Glu 


Asp 




Ala 


Arg 


x x e 


i 

X 








ZJ 










1 n 
x u 










JL D 




Gly 


Asn 


Asn 


Val 


Thr 


He 


Oln 
VJ7 X LX 


rl \J 


ryr 


f\ X d 


He 


Val 


Lys 


Lys 


Ser 


Vai 








on 




















J u 






Thr 


Leu. 




Asn 


Asp 


Val 


Val 


Val 


Lys 


OcJ. 


Tyr 


Ala 


±yr 


T "1 0 
lie 


Asp 


\j ±y 






3 5 




























Phe 


Thr 


Thr 


He 


Gly 


Arg 


Xaa 


Thr 


X 11X 


vdl 


Trp 


Pro 


Ser 


Ala 
nla 




x x e 
























60 










Gly 


A en 


i_i_y o 


c X \J 




A en 


T .01 1 
i_ifc= Li 


i_>_y 0 


irile 


Lys 


Gly 


Glu 


Lys 


xnr 


rile 


x -1 

vai 












7 n 










75 










0 u 


Glu 


lie 


Gly 


Glu 


His 


Cys 


Glu 


He 


Arg 


olU 


Phe 


Ala 


Lie l_ 


lie 


X 11X 


oex 










85 
























Ser 


Thr 


Phe 


Glu 


Gly 


Thr 


Thr 


v d x 




Tip 

X X fcr 


Gly Asn 


Asn 


Cys 


Leu 


11c 








100 










105 










x x u 






Met 


Pro 


TrtD 


Ala 


His 


He 


Ala 


His 


Asn 


Cys 


Ser 


Val 


Gly 


Asn 


Asn 


Val 






115 










12 0 










X ^ J 








Val 


Phe 


Ser 


Thr 


His 


Val 


Gin 


Leu 


Ala 


Glv 


His 


Val 


Gin 


Val 


Glv 


Asp 




130 










135 










140 










Cys 


Val 


Thr 


He 


Gly 


Ser 


Met 


Val 


Gly 


Val 


His 


Gin 


Phe 


Val 


Arg 


He 


145 










150 










155 










160 


Gly 


Ser 


Tyr 


Ser 


Met 


Val 


Gly 


Ala 


Met 


Ser 


Gly 


He 


Arg 


Arg 


Asp 


He 










165 










170 










175 




Pro 


Pro 


Phe 


Thr 


He 


Gly 


Thr 


Gly 


Asn 


Pro 


Tyr 


Ala 


Leu 


Gly 


Gly 


He 








180 










185 










190 






Asn 


Lys 


Val 


Gly 


Leu 


Gin 


Arg 


Arg 


Gin 


Val 


Ser 


Phe 


Glu 


Thr 


Arg 


Leu 






195 










200 










205 








Ala 


Leu 


He 


Lys 


Thr 


Phe 


Lys 


Arg 


Val 


Phe 


Arg 


Ser 


Asp 


Glu 


Ser 


Phe 




210 










215 










220 










Gin 


Ala 


Ser 


Leu 


Glu 


Ser 


Val 


Leu 


Glu 


Asp 


Phe 


Gly 


Glu 


Val 


Pro 


Glu 


225 










230 










235 










240 


Val 


Arg 


His 


Phe 


Val 


Glu 


Phe 


Cys 


Arg 


Gin 


Pro 


Ser 


Lys 


Arg 


Gly 


He 










245 










250 










255 




Glu 


Arg 


Gly 


Val 


Asp 


Cys 


Glu 


Asp 


Leu 

















260 265 



(2) INFORMATIONS POUR LA. SEQ ID NO: 937: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 07 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 9 145 1 6 .. 9 15 13 6 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 937: 

Leu Ser Leu Ser Leu Arg Val Val Tyr Leu Gly Thr Pro Gin Phe Ala 
15 10 15 



1636 



Ala 


Thr 


Val 


Leu 
20 


Lys 


Thr 


Leu 


Leu 


Asp 
25 


Ala 


His 


Thr 


His 


He 
30 


Val 


Gly 


Val 


Val 


Thr 
35 


Arg - 


Ala 


Asp 


Lys 


Pro 
40 


Gin 


Lys 


Arg 


Ser 


Ser 
45 


Lys 


Leu 


He 


Ser 


Ser 
50 


Pro 


Val 


Lys 


Gin 


Leu 
55 


Ala 


Leu 


Ser 


Lys 


Asn 
60 


He 


Dr-n 

xrx \J 


Leu 


Leu 


Gin 


Pro 


He 


Lys 


Thr 


Thr 


Asp 


Pro 


Ala 


Phe 


Leu 


Ala 


Gin 


Leu 


Arg 


pin 


65 










70 










75 










80 


XX p 


Gin 


Ala 


Asp 


Val 
85 


Phe 


He 


Val 


Val 


Ala 
90 


Tvt 
xy x 


Glv 


Val 


He 


Leu 
95 


Lys 


Gin 


Glu 


Leu 


Leu 
100 


Asp 


He 


Pro 


Thr 


105 


Glv 
ui y 


Cys 


TVr 
xy x 


Asn 


Leu 
110 


His 


Ala 


Gly 


Leu 


Leu 
115 


Pro 


Ala 


TVr 

xy 


Arg 


Glv 
120 


Ala 


Ala 


Pro 


He 


Gin 
125 


Arg 




Tie* 

X X fc= 


1X1S L. 


Asp 
130 






V d X 


Leu 


135 




Asn 


X I1X 


Vet. X 


lie 

140 


Arg 




Asp 


/\xa 


Gly 


Met 


Asp 


Thr 


Gly 


Asp 


He 


Ala 


Asn 


Val 


Asn 


Tyr 


Val 


Ala 


He 


Gly 


145 










150 










155 










160 


Glu 


Asp 


Met 


Thr 


Ala 
165 


Gly 


Gly 


Leu 


Ala 


Glu 
170 


Ala 


Leu 


Ala 


Ala 


Ser 
175 


Gly 


Gly 


Glu 


Leu 


Leu 
180 


Leu 


Lys 


Thr 


Leu 


Gin 
185 


Glu 


He 


Glu 


Ala 


Gly 
190 


Thr 


Val 


Arg 


His 


Val 
195 


Pro 


Gin 


Asn 


Glu 


Ala 
200 


Met 


Leu 


Arg 


Trp 


Leu 
205 


Leu 


Asn 





(2) INFORMATIONS POUR LA SEQ ID NO: 938: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 108 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 915144. 9 154 67 
<xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 938: 



Gly 


Arg 


Gly 


Arg 


Asp 


Ser 


Leu 


Gly 


Cys 


Ser 


Ser 


Phe 


Ser 


Ser 


He 


Arg 


1 








5 










10 










15 




Ala 


Tyr 


Pro 


Gly 


Ser 


Leu 


Ala 


Cys 


Ser 


Gly 


Arg 


Leu 


Asp 


Ser 


Leu 


Ser 








20 










25 










30 






He 


Pro 


Arg 


Glu 


Arg 


Gly 


Xaa 


Arg 


Leu 


Gly 


Val 


Leu 


Ser 


Ala 


Arg 


Met 






35 . 










40 










45 








Glu 


Ser 


Phe 


Ser 


Gly 


Asn 


Tyr 


Gly 


Asp 


Pro 


Gly 


Glu 


Val 


Leu 


Gly 


Val 




50 










55 










60 










Ser 


Gly 


Glu 


Asp 


Leu 


Leu 


He 


Ala 


Cys 


Arg 


Gin 


Gly 


Ala 


Leu 


Arg 


Leu 


65 










70 










75 










80 


Arg 


Met 


Val 


Gin 


Pro 


Glu 


Gly 


Lys 


Ala 


Ser 


Met 


Lys 


Ala 


Lys 


Asp 


Phe 










85 










90 










95 




Phe 


Asn 


Gly 


Gin 


Ser 


Arg 


Leu 


Val 


Ser 


Lys 


Leu 


Phe 











100 105 



(2) INFORMATIONS POUR LA SEQ ID NO : 93 9: 
(i) CARACTERISTIQUES DE LA SEQUENCE: 



1637 



(A) LONGUEUR: 33 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 9 1562 9 .. 9 1 6 63 3 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 939: 

Val Asn Met Ala Ala lie Cys Gly Arg Leu Gly Ser Gly Thr Gly Asn 

1 5 10 15 

Ala Leu Lys Ala Phe Phe Thr Gin Pro Ser Asn Lys Met Ala Arg Val 

20 25 30 

Val Asn Lys Thr Lys Gly Met Asp Lys Thr Val Lys Val Ala Lys Ser 

35 40 45 

Ala Ala Glu Leu Thr Ala Asn lie Leu Glu Gin Ala Gly Gly Ala Gly 

50 55 60 

Ser Ser Ala His lie Thr Ala Ser Gin Val Ser Lys Gly Leu Gly Asp 
65 70 75 80 

Ala Arg Thr Val Leu Ala Leu Gly Asn Ala Phe Asn Gly Ala Leu Pro 

85 90 95 

Gly Thr Val Gin Ser Ala Gin Ser Phe Phe Ser Tyr Met Lys Ala Ala 

100 105 HO 

Ser Gin Lys Pro Gin Glu Gly Asp Glu Gly Leu Val Ala Asp Leu Cys 

115 120 125 

Val Ser His Lys Arg Arg Ala Ala Ala Ala Val Cys Ser Phe lie Gly 

130 135 140 

Gly lie Thr Tyr Leu Ala Thr Phe Gly Ala He Arg Pro He Leu Phe 
145 150 155 160 

Val Asn Lys He Trp Arg Asn Arg Phe Phe Leu Pro Lys Leu Lys Gin 

165 170 175 

He Trp Asp Leu Leu Leu Ala He Leu Trp Arg Leu Thr Met Gin Arg 

180 185 190 

Leu Trp Trp Val Leu Asp Ser Leu Ser Val Arg Lys Glu Gin He Ala 

; 195 200 205 

Lys Pro Pro Ala Leu Val Leu Arg Glu Lys Ser Arg His Ser Asn Cys 

210 215 220 

Arg Glu Arg Lys Met Leu Ala Arg Gly Glu Ser Leu Glu Arg Lys Pro 
225 230 235 240 

Arg Arg Ser Arg Ala Ser Ser Met His Ser Ser Leu Cys Thr Arg Ser 

245 250 255 

Phe Trp Asn Ala Leu Pro Thr Phe Ser Asn Trp Cys Arg Cys Leu Leu 

260 265 270 

Gin Trp Val Phe Val Gin Leu Trp Leu Arg Asp Val Arg Ser Leu Pro 

275 280 285 

Gin Leu Leu Asp Cys Gly Leu Ser Ala Thr Glu Tyr Xaa Gly Phe Phe 

290 295 300 

Lys Phe Leu Lys Lys Lys Ala Val Ser Lys Lys Lys Gin Pro Phe Leu 
305 310 315 320 

Ser Thr Lys Cys Leu Ala Phe Leu He Val Lys He Val Phe Leu 
325 330 335 



(2) INFORMATIONS POUR LA SEQ ID NO : 94 0: 



(i) CARACTERI STIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 163 acides amines 



1638 



(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 9 1 6051 9 16 53 9 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 94 0: 



Leu 


His 


Arg 


Arg 


Asn 


Tyr 


Leu 


Pro 


Arg 


Asp 


He 


Arg 


Ser 


Tvr 


Pro 


Ser 


1 








5 










10 










15 




Asp 


Ser 


Val 


Cys 


Gin 


Gin 


Asn 


Leu 


Ala 


Gin 


Pro 


Phe 


Leu 


Ser 


Ser 


Gin 








20 










25 










30 






Thr 


Lys 


Ala 


Asn 


Met 


Gly 


Ser 


Ser 


Val 


Ser 


Tyr 


He 


Met. 


Ala 


Ala 


Asn 






35 










40 










45 








His 


Ala 


Ala 


Phe 


Val 


Val 


Gly 


Ser 


Gly 


Leu 


Ala 


He 


Ser 


Ala 


Glu 


Arg 




50 










55 










60 










Ala 


Asp 


Cys 


Glu 


Ala 


Pro 


Cys 


Ala 


Arg 


He 


Ala 


Arg 


Glu 


Glu 


Ser 


Ser 


65 










70 










75 










80 


Leu 


Glu 


Leu 


Ser 


Gly 


Glu 


Glu 


Asn 


Ala 


Cys 


Glu 


Arg 


Arg 


Val 


Ala 


Gly 










85 










90 










95 




Glu 


Lys 


Ala 


Lys 


Thr 


Phe 


Thr 


Arg 


He 


Lys 


Tyr 


Ala 


Leu 


Leu 


Thr 


Met 








100 










105 










110 






His 


Glu 


Lys 


Phe 


Leu 


Glu 


Cys 


Val 


Ala 


Asp 


Val 


Phe 


Lys 


Leu 


Val 


Pro 






115 










120 










125 








Leu 


Pro 


He 


Thr 


Met 


Gly 


He 


Arg 


Ala 


He 


Val 


Ala 


Ala 


Gly 


Cys 


Thr 




130 










135 










140 










Phe 


Thr 


Thr 


Ala 


Val 


He 


Gly 


Leu 


Trp 


Thr 


Phe 


Cys 


Asn 


Arg 


Val 


Xaa 


145 










150 










155 










160 



Gly He Phe 



(2) INFORMATIONS POUR LA" SEQ ID NO: 941: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 221 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 9 1 69 65 9 17 627 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 941: 

Met Arg Ser Gin Leu Ser Leu He Gly Lys Lys Glu Gly Met Met His 

1 5 10 15 

Val Phe Asp Lys Asn Gly Asn Leu Val Ala Cys Ser Val He Ser Val 

20 25 30 

Asp Ala Asn Val Val Ala Gin Leu Lys Thr Ala Ser Ser Asp Gly Tyr 

35 40 45 

Asn Ala Val Gin He Gly Ala Asp Val Val Gin Ala Pro Glu Lys Thr 

50 55 60 

He Glu Lys Arg Phe Ser Lys Ala Leu Leu Gly His Phe Lys Lys Ser 
65 70 75 80 

Gly Gly Arg Ala Cys Arg Val Leu Lys Glu Val Val Val Ser Glu Glu 



1639 











85 










90 










95 




Ala. 


Val 


Gin 


Ser 
100 


Val 


Ser 


Leu 


Gly 


Asp 
105 


Glu 


Phe 


Gly 


Leu 


Glu 
110 


Tip 

J. X fc= 


p"h q 


Asp 


Gly 


Val 
115 


Ser 


Asn 


Val 


Asp 


lie 
120 


Cys 


Gly 


lie 


Ser 


Lys 
125 


Gly 


Lys 


Gly 


Phe 


Gin 
130 


Gly 


Val 


Met 


Lys 


Lys 
135 


Phe 


Gly 


Phe 


Arg 


Gly 
140 


Gly 


Pro 


Lys 




Hi <- 

ril. t> 




Ser 


vjiy 




nib 


r\l. y 




7V "1 -a 
nlct 






Tip 

J. -L *= 




ric L 


Arg 


Ser 


145 










150 










155 










160 


Thr 


Pro 


Gly 


Arg 


Cys 
165 


Phe 


Pro 


Gly 


Ser 


Lys 
170 


Arg 


Pro 


Ser 


His 


Met 
175 


Gly 


Cys 


Asp 


Arg 


Val 
180 


Thr 


Val 


Lys 


Asn 


Leu 
185 


Glu 


Val 


Val 


Lys 


Val 
190 


Asp 


Leu 


Asp 


Arg 


Lys 
195 


Val 


Met 


Leu 


Val 


Lys 
200 


Gly 


Ala 


He 


Pro 


Gly 
205 


Phe 


Lys 


Gly 


Ser 


Val 
210 


Val 


Val 


Val 


Lys 


Arg 
215 


Ser 


Cys 


Gly 


Val 


Glu 
220 


Gly 









(2) INFORMATIONS POUR LA SEQ ID NO: 942: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 222 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineaire 

( i i i ) HYPOTHETIQUE : oui 



<viii) POSITION DANS LE GENOME: 9 17 63 9 .. 9 183 04 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 942: 



Met 


Val 


Leu 


Leu 


Ser 


Lys 


Phe 


Asp 


Phe 


Ser 


Gly 


Lys 


Glu 


Leu 


Gly 


Lys 


1 








5 










10 










15 




Phe 


Glu 


Leu 


Pro 


Asp 


Ala 


Phe 


Phe 


Thr 


Glu 


Gly 


Arg 


Glu 


Gin 


Ser 


Val 








20 










25 










30 






Lys 


Asp 


Tyr 


Leu 


Val 


Ala 


He 


Gin 


Ala 


Asn 


Lys 


Arg 


Gin 


Trp 


Ser 


Ala 






35 










40 










45 








Cys 


Thr 


Arg 


Gly 


Arg 


Ser 


Glu 


Val 


Ser 


His 


Ser 


Thr 


Lys 


Lys 


Pro 


Phe 




50 










55 










60 










Arg 


Gin 


Lys 


Gly 


Thr 


Gly 


Asn 


Ala 


Arg 


Gin 


Gly 


Cys 


Leu 


Ala 


Ala 


Pro 


65 










70 










75 










80 


Gin 


Phe 


Arg 


Gly 


Gly 


Gly 


He 


Val 


Phe 


Gly 


Pro 


Lys 


Pro 


Lys 


Phe 


Asp 










85 










90 










95 




Gin 


His 


He 


Arg 


He 


Asn 


Lys 


Lys 


Glu 


Arg 


Arg 


Ala 


Ala 


He 


Arg 


Leu 








100 










105 










110 






Leu 


Leu 


Ala 


Gin 


Lys 


He 


Gin 


Thr 


Gly 


Lys 


Leu 


He 


Val 


Ala 


GlU 


Asn 






115 










120 










125 








Ser 


Val 


Phe 


Val 


Ser 


Ser 


Leu 


Asp 


Ala 


Pro 


Lys 


Thr 


Lys 


Glu 


Ala 


Leu 




130 










135 










140 










Arg 


Phe 


Leu 


Lys 


Glu 


Cys 


Asn 


Val 


Glu 


Cys 


Arg 


Gly 


Val 


Leu 


Phe 


Val 


145 










150 










155 










160 


Asp 


Ser 


Leu 


Ala 


His 


Val 


Gly 


Ser 


Asn 


Glu 


Asn 


Leu 


Arg 


Leu 


Ser 


Val 










165 










170 










175 




Arg 


Asn 


Leu 


Ser 


Ala 


Val 


Arg 


Gly 


Phe 


Thr 


Tyr 


Gly 


Glu 


Asn 


He 


Ser 








180 










185 










190 






Gly 


Tyr 


Asp 


He 


Ala 


Ala 


Ala 


Arg 


Asn 


He 


Val 


Val 


Ser 


Glu 


Lys 


Ala 






195 










200 










205 









1640 



Leu Glu Leu Leu Val Glu Ser Leu Val Ser Thr Thr Lys Asp 
210 215 220 



(2) INFORMATIONS POUR LA SEQ ID NO: 943: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 93 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : 918377 918655 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 943: 



Met 


Leu 


Glu 


Gly 


Leu 


Ser 


Leu 


Gly 


Asp 


Gly 


Glu 


Gly 


Lys 


Lys 


Lys 


Gly 


1 








5 










10 










15 




Ser 


Phe 


Cys 


Lys 


Asp 


Pro 


Lys 


Tyr 


Thr 


Phe 


He 


Val 


Ala 


Gly 


Asp 


Ala 








20 










25 










30 






Thr 


Lys 


Pro 


Met 


He 


Ala 


Glu 


Ala 


He 


Glu 


Ala 


He 


Tyr 


Ser 


Ala 


Lys 






35 










40 










45 








Gly 


Val 


Lys 


Val 


Lys 


Lys 


Val 


Asn 


Thr 


Met 


Cys 


Val 


Lys 


Pro 


Gin 


Pro 




50 










55 










€0 










Thr 


Arg 


He 


Phe 


Arg 


Gly 


Arg 


Arg 


Lys 


Gly 


Arg 


Thr 


Ala 


Gly 


Phe 


Lys 


65 










70 










75 










80 


Lys 


Ala 


He 


Val 


Thr 


Phe 


Val 


Asp 


Gly 


His 


Ser 


He 


Gly 









85 90 



(2) INFORMATIONS POUR LA SEQ ID NO: 944: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 284 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 9 18682 .. 9 1 9 533 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 944: 



Met 


Phe 


Lys 


Lys 


Phe 


Lys 


Pro 


Val 


Thr 


Pro 


Gly 


Thr 


Arg 


Gin 


Leu 


He 


1 








5 










10 










15 




Leu 


Pro 


Ser 


Phe 


Asp 


Glu 


Leu 


Thr 


Thr 


Gin 


Gly Glu 


Leu 


Lys 


Gly 


Ser 








20 










25 










30 






Ser 


Ser 


Arg 


Arg 


Ser 


Val 


Arg 


Pro 


Asn 


Lys 


Lys 


Leu 


Ser 


Phe 


Phe 


Lys 






35 










40 










45 








Lys 


Ser 


Ser 


Gly 


Gly 


Arg 


Asp 


Asn 


Leu 


Gly 


His 


He 


Ser 


Cys 


Arg 


His 




50 










55 










60 










Arg 


Gly 


Gly 


Gly 


Val 


Arg 


Arg 


His 


Tyr 


Arg 


Val 


He 


Asp 


Phe 


Lys 


Arg 


65 










70 










75 










80 


Asn 


Lys 


Asp 


Gly 


He 


Glu 


Ala 


Lys 


Val 


Ala 


Ser 


Val 


Glu 


Tyr 


Asp 


Pro 










85 










90 










95 




Asn 


Arg 


Ser 


Ala 


Tyr 


He 


Ala 


Leu 


Leu 


Asn 


Tyr 


Val 


Asp 


Gly 


Glu 


Lys 



1641 









100 










105 










110 






Arg 


Tyr 


He 


Leu 


Ala 


Pro 


Lys 


Gly 


He 


Lys 


Arg 


Gly 


Asp 


Arg 


Val 


He 






115 










120 










125 








Ser 


Gly 


Glu 


Gly 


Ser 


Pro 


Phe 


Lys 


Thr 


Gly 


Cys 


Cys 


Met 


Thr 


Leu 


Lys 




130 










135 










140 










Ser 


He 


Pro 


Leu 


Gly 


Leu 


Ser 


Val 


His 


Asn 


Val 


Glu 


Met 


Arg 


Pro 


Gly 


145 










150 










155 










160 


Ser 


Gly 


Gly 


Lys 


Leu 


Val 


Arg 


Ser 


Ala 


Gly 


Leu 


Ser 


Ala 


Gin 


He 


He 










165 










17 0 










175 




Ala 


Lys 


Thr 


Ala 


Gly 


Tyr 


Val 


Thr 


Leu 


Lys 


Met 


Pro 


Ser 


Gly 


Glu 


Phe 








180 










185 










190 






Arg 


Met 


Leu 


Asn 


Glu 


Met 


Cys 


Arg 


Ala 


Thr 


Val 


Gly 


Glu 


Val 


Ser 


Asn 






195 










2 00 










one 








Ala 


Asp 


His 


Asn 


Leu 


Cys 


Val 


Asp 


Gly 


Lys 


Ala 


Gly 


Arg 


Arg 


Arg 


Trp 




210 










215 










220 










Lys 


Gly 


He 


Arg 


Pro 


Thr 


Val 


Arg 


Gly 


Thr 


Ala 


Met 


Asn 


Pro 


Val 


Asp 


225 










230 










235 










240 


His 


Pro 


His 


Gly 


Gly 


Gly 


Glu 


Gly 


Arg 


His 


Asn 


Gly 


Tyr 


He 


Ser 


Gin 










245 










250 










255 




Thr 


Pro 


Trp 


Gly 


Lys 


Val 


Thr 


Lys 


Gly 


Leu 


Lys 


Thr 


Arg 


Asp 


Lys 


Arg 








260 










265 










270 






Lys 


Ser 


Asn 


Lys 


Trp 


He 


Val 


Lys 


Asp 


Arg 


Arg 


Lys 











275 280 



(2) INFORMATIONS POUR LA SEQ ID NO: 945: 

(i) C ARACTER I ST IQUES DE LA SEQUENCE: 

(A) LONGUEUR: 9 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

<iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 919542 919829 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 945: 



Met 


Ser 


Arg 


Ser 


Leu 


Arg 


Lys 


Gly 


Pro 


Phe 


Val 


Asp 


His 


His 


Leu 


Leu 


1 








5 










10 










15 




Lys 


Lys 


Val 


Arg 


Asp 


Met 


Asn 


Ala 


Leu 


Glu 


Lys 


Lys 


Thr 


Pro 


He 


Lys 








20 










25 










30 






Thr 


Trp 


Ser 


Arg 


Arg 


Ser 


Met 


He 


Thr 


Pro 


Glu 


Met 


He 


Gly 


His 


Thr 






35 










40' 










45 








Phe 


Glu 


Val 


His 


Asn 


Gly 


Arg 


Lys 


Phe 


Leu 


Thr 


Val 


Phe 


Val 


Ser 


Glu 




50 










55 










60 










Thr 


Met 


Val 


Gly 


His 


Lys 


Leu 


Gly 


Glu 


Phe 


Ser 


Pro 


Thr 


Arg 


Met 


Phe 


65 










70 










75 










80 


Lys 


Ser 


His 


Pro 


Val 


Lys 


Lys 


Gly 


Tyr 


His 


Lys 


Glu 


Thr 


Gly 


Tyr 


Val 



85 90 95 



(2) INFORMATIONS POUR LA SEQ ID NO: 946: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 14 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



1642 



(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 919738 920157 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 946: 



±rp 


Leu 


Asp 


Thr 


Ser 


Trr> 


GlU 


Ser 


Ser 


Leu 


Gin 


Gin 


Glu 


Cys 


Leu 


Arg 


1 








5 










10 










15 




Ala 


He 


Pro 


Leu 
20 


Lys 


Lys 


Gly 


He 


He 
25 


Arg 


Arg 


Gin 


Val 


Met 
30 


Phe 


Lys 


Ala 


Thr 


Ala 
35 


Arg 


Tyr 


He 


Arg 


Val 
40 


Gin 


Pro 


Arg 


Lys 


Ala 
45 


Arg 


Leu 


Ala 


Ala 


Gly 
50 


Leu 


Met 


Arg 


Asn 


Arg 
55 


Ser 


Val 


Val 


Glu 


Ala 
60 


Gin 


Gin 


Gin 


Leu 


Ser 


Phe 


Ser 


Gin 


Met 


Lys 


Ala 


Gly 


Arg 


Cys 


Leu 


Lys 


Lys 


Val 


Leu 


Asp 


65 










70 










75 










80 


Ser 


Ala 


He 


Ala 


Asn 
85 


Ala 


Glu 


Ser 


Asn 


Glu 
90 


Asn 


He 


Lys 


Arg 


Glu 
95 


Asn 


Leu 


Cys 


Val 


Leu 


Glu 


Val 


Arg 


Val 


Asp 


Ala 


Gly 


Pro 


Met 


Phe 


Lys 


Arg 






100 










105 










110 






Met 


Lys 


Ser 
115 


Lys 


Ser 


Arg 


Gly 


Gly 
120 


Arg 


Ala 


Pro 


He 


Leu 
125 


Lys 


Arg 


Thr 


Ser 


His 
130 


Leu 


Thr 


Val 


He 


Val 
135 


Gly 


Glu 


Arg 


Gly 


Gin 
140 











(2) INFORMATIONS POUR LA SEQ ID NO: 947: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 219 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 920184 .. 920840 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 947: 



Met 


Ser 


Ser 


Arg 


Val 


Xaa 


Thr 


Ala 


Val 


Thr 


Lys 


Lys 


Trp 


Arg 


Ser 


Leu 


1 








5 










10 










15 




Trp 


Tyr 


Gly 


Asn 


Asn 


Gin 


Glu 


Phe 


Ala 


Lys 


Phe 


Leu 


He 


Glu 


Asp 


Val 






20 










25 










30 






Lys 


He 


Arg 


Glu 


Phe 


Leu 


Lys 


Lys 


Lys 


Pro 


Ser 


Cys 


Gin 


Gly 


Ala 


Ala 






35 










40 










45 








Gly 


Phe 


Val 


Val 


Lys 


Arg 


Met 


Ser 


Gly 


Lys 


He 


Glu 


Val 


Thr 


He 


His 




50 










55 










60 










Thr 


Ala 


Arg 


Pro 


Gly 


Leu 


Val 


He 


Gly 


Lys 


Lys 


Gly 


Ala 


Glu 


Val 


Asp 


65 










70 










75 










80 


Ser 


Leu 


Lys 


Ala 


Glu 


Leu 


Lys 


Lys 


Leu 


Thr 


Gly 


Lys 


Asp 


Val 


Trp 


Val 










85 










90 










95 




Glu 


He 


Ala 


Glu 


Val 


Lys 


Arg 


Pro 


Glu 


Leu 


Asn 


Ala 


Gin 


Leu 


Val 


Ala 








100 










105 










110 






Asp 


Gly 


He 


Ala 


Lys 


Gin 


He 


Glu 


Arg 


Arg 


Val 


Ser 


Phe 


Arg 


Arg 


Ala 






115 










120 










125 








Met 


Lys 


Lys 


Ala 


Leu 


Gin 


Ser 


Val 


Met 


Asp 


Ala 


Gly 


Ala 


Leu 


Gly 


Val 



1643 





130 










135 










140 










Lys 


Val 


Gin 


Val 


Ser 


Gly 


Arg 


Leu 


Ala 


Gly 


Ala 


Glu 


He 


Ala 


Arg 


Ser 


145 










150 










155 








160 


Glu 


Trp 


Tyr 


Lys 


Asn 
165 


Gly 


Arg 


Val 


Pro 


Leu 
170 


His 


Thr 


Leu 


Arg 


Ala 
175 


Asp 


He 


Asp 


Tyr 


Ala 
180 


Thr 


Ala 


Ser 


Ala 


Glu 
185 


Thr 


Thr 


Tyr 


Gly 


He 
190 


He 


Gly 


He 


Lys 


Val 
195 


Trp 


He 


Asn 


Leu 


Gly 
200 


Glu 


Lys 


Lys 


Ala 


Val 
205 


Pro 


Ala 


Ala 


Asn 


His 
210 


Ala 


Gly 


Ala 


Ala 


Ser 
215 


Thr 


Ala 


Ala 


Ala 













(2) INFORMATIONS POUR LA SEQ ID NO: 948: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 143 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 9208 6 6 92 12 94 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 948: 



Met 


Asn 


Gin 


Tyr 


Ala 


Lys 


Ala 


Ala 


Gly 


Lys 


Arg 


Thr 


Lys 


Phe 


Arg 


Lys 


1 








5 










10 










15 




Gin 


Gin 


Lys 


Gly 


Gin 


Phe 


Ala 


Gly 


Leu 


Ser 


Lys 


Gly 


Ala 


Thr 


Phe 


Val 








20 










25 










30 






Asp 


Phe 


Gly 


Glu 


Phe 


Gly 


Met 


Gin 


Thr 


Leu 


Glu 


Arg 


Gly 


Trp 


He 


Thr 






35 










40 










45 








Ser 


Arg 


Gin 


He 


Glu 


Ala 


Cys 


Arg 


Val 


Ala 


He 


Asn 


Arg 


Tyr 


Leu 


Lys 




50 










55 










60 










Arg 


Lys 


Gly 


Lys 


Val 


Trp 


He 


Arg 


Val 


Phe 


Pro 


Asp 


Lys 


Ser 


Val 


Thr 


65 










70 










75 










80 


Lys 


Lys 


Pro 


Ala 


Glu 


Thr 


Arg 


Met 


Gly 


Lys 


Gly 


Lys 


Gly 


Ala 


Pro 


Asp 










85 










90 










95 




His 


Trp 


Val 


Ala 


Val 


Val 


Arg 


Pro 


Gly 


Arg 


He 


Leu 


Phe 


Glu 


Val 


Ala 








100 










105 










110 






Asn 


Val 


Ser 


Lys 


Glu 


Asp 


Ala 


Gin 


Asp 


Ala 


Leu 


Arg 


Arg 


Ala 


Ala 


Ala 






115 










120 










125 








Lys 


Leu 


Gly 


He 


Arg 


Thr 


Arg 


Phe 


Val 


Lys 


Arg 


Val 


Glu 


Arg 


Val 





130 135 - . 140 



(2) INFORMATIONS POUR LA SEQ ID NO: 949: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 72 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 92 12 9 9 .. 92 1514 



1644 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 949: 

Met Gly Ala Lys Lys Asn Leu Leu Ala Glu Leu Arg Glu Lys Ser Ser 

15 10 15 

Glu Glu Leu Asp Glu Phe lie Arg Asp Asn Lys Lys Ala Leu Phe Ala 

20 25 30 

Leu Arg Ala Glu Ala Ala Leu Gin Asn Lys Val Val Lys Thr His Gin 

35 40 45 

Phe Ser Leu Tyr Lys Lys Ser lie Ala Arg Ala Leu lie lie Lys Gin 

50 55 60 

Glu Lys Lys Asp Arg Val His Gly 
65 70 



(2) INFORMATIONS POUR LA SEQ ID NO: 950: 

(i) C ARAC TER I S T I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 83 acides amines 

(B) TYPE: acide amine" 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 92 151 0 9 2 17 58 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 9 50; 



Met 


Ala 


Ser 


Asp 


Val 


Arg 


Gly 


Arg 


Arg 


Lys 


Thr 


Lys 


He 


Gly 


Val 


Val 


1 








5 










10 










15 




Val 


Ser 


Ser 


Lys 


Met 


Glu 


Lys 


Thr 


Val 


Val 


Val 


Arg 


Val 


Glu 


Arg 


Val 








20 










25 










30 






Tyr 


Ser 


His 


Pro 


Gin 


Tyr 


Ala 


Lys 


Val 


Val 


Arg 


Asp 


Ser 


Ser 


Lys 


Tyr 






35 










40 










45 








Tyr 


Ala 


His 


Asn 


Glu 


Leu 


Asp 


Val 


Lys 


Glu 


Gly 


Asp 


Thr 


Val 


Arg 


He 




50 










55 










60 










Gin 


Glu 


Thr 


Arg 


Pro 


Leu 


Ser 


Lys 


Thr 


Lys 


Arg 


Trp 


Arg 


Val 


Val 


Gly 


65 










70 










75 










80 


Arg 


Val 


Asn 





























(2) INFORMATIONS POUR LA SEQ ID NO: 9 51: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 122 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 921778 .. 9 22 143 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 951: 

Met He Gin Gin Glu Ser Gin Leu Lys Val Ala Asp Asn Thr Gly Ala 

15 10 15 

Lys Lys Val Lys Cys Phe Lys Val Leu Gly Gly Ser Arg Arg Arg Tyr 



1645 









20 










25 










3 0 






Ala 


Thr 


Val 


Gly 


Asp 


Val 


He 


Val 


Cys 


Ser 


Val 


Arg 


Asp 


He 


Glu 


Pro 






3 5 










40 










4 5 








Asp 


Ser 


Ser 


Val 


Lys 


Lys 


Gly 


Asp 


Val 


Val 


Lys 


Ala 


Val 


He 


Val 


Arg 




50 










55 










60 










Thr 


Arg 


Asn 


Asp 


He 


His 


Arg 


Lys 


Asp 


Gly 


Ser 


Thr 


Leu 


Arg 


Phe 


Asp 


65 










70 










75 










80 


Thr 


Asn 


Ser 


Cys 


Val 


He 


He 


Asp 


Asp 


Lys 


Gly 


Asn 


Pro 


Lys 


Gly 


Thr 










85 










90 










95 




Arg 


lie 


Phe 


Gly 


Pro 


Val 


Ala 


Arg 


Glu 


He 


Arg 


Asp 


Arg 


Gly 


Phe 


Val 








100 










105 










110 






Lys 


He 


Ser 


Ser 


Leu 


Ala 


Pro 


Glu 


Val 


He 















115 120 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 52: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 111 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHET I QUE : oui 



(viii) POSITION DANS LE GENOME: 922159 922491 



<xi) 


DESCRIPTION DE LA 


SEQUENCE: SEQ ID NO: 


: 952 : 








Met 


Lys 


Arg 


Arg 


Ser 


Val 


Cys 


Val 


Gly 


Asp 


Thr 


Val 


Tyr 


Val 


Leu 


Ala 


1 








5 










10 










15 




Gly 


Asn 


Asp 


Lys 


Gly 


Lys 


Gin 


Gly 


Lys 


Val 


Leu 


Arg 


Cys 


Leu 


Lys 


Asp 








20 










25 










30 






Lys 


Val 


Val 


Val 


Glu 


Gly 


He 


Asn 


Val 


Arg 


Val 


Lys 


Asn 


He 


Lys 


Arg 






35 










40 










45 








Ser 


Gin 


Glu 


Asn 


Pro 


Lys 


Gly 


Lys 


Arg 


He 


Asn 


He 


Glu 


Ala 


Pro 


Leu 




50 










55 










60 










His 


He 


Ser 


Asn 


Val 


Arg 


Leu 


Ser 


He 


Asp 


Asn 


Gin 


Pro 


Ala 


Arg 


Leu 


65 










70 










75 










80 


Phe 


Val 


Lys 


Val 


Thr 


Glu 


Lys 


Gly 


Arg 


Glu 


Leu 


Trp 


Asn 


Lys 


His 


Ser 










85 










90 










95 




Asp 


Gly 


Ser 


Ser 


Ser 


Leu 


Tyr 


Arg 


Leu 


Val 


Arg 


Glu 


Arg 


Lys 


Gly 










100 










105 










110 







(2) INFORMATIONS POUR LA SEQ ID NO : 9 53: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 155 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 92257 1 923 03 5 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 953: 



1646 



Met 


Gin 


Tin 

lie 


Pro 


vai 


Leu 


Lys 


Lys 


Tip 
1 1 tr 


V d X 


Tip 
lit: 


OcL 


Mph 


rilv 
\jj.y 


Leu 


Ala 


1 








c 
D 










1 0 
i yj 










15 




Glu 


Ala 


Ala 


Lys 


Asp 


Lys 


Asn 


Leu 


rfjc 




Ala 


n i o 


Leu 




C 1 1 1 










9 0 










25 










30 






Ala 


Val 


Tin 

lie 


Ser 


L»iy 


bin 


Lys 


Pro 


Leu 




1 ill 


A >-/-*• 

.r\i y 


Ala 




no X l 


C p ->~ 
o tr l 






J D 










40 










45 








lie 


Ala 


Gly 




Lys 


Lgu 


Arg 


vjt 1 UL 




Gin 


Gly 


lie 


Gly 


Ala 


Lys 


Val 




q n 
D U 










55 










60 










rpV-» -v- 

mr 


Leu 


Arg 




Tip 
lit. 


Arg 


Met 




Asp 


Phe 


Met 


Asp 


Arg 


Phe 


Cys 


Asn 


O D 










70 










75 










80 


Tin 

lie 


val 


Ser 


Jr 1 \J 


ni y 


lie 


Arg 


Asp 


Phe 


Arg 


Glv 


Phe 


Ser 


Cys 


Lys 


Glv 










85 










90 










95 




Asp 


Gly 


Arg 


Gly 


Cys 


Tyr 


Ser 


Leu 


Gly 


Leu 


Asp 


Asp 


Gin 


Gin 


He 


Phe 








100 










105 










110 






Pro 


Glu 


Val 


Asp 


Leu 


Asp 


Arg 


Val 


Lys 


Arg 


Ser 


Gin 


Gly 


Met 


Asn 


He 






115 










120 










125 








Thr 


Trp 


Val 


Thr 


Thr 


Ala 


Gin 


Thr 


Asp 


Ala 


Glu 


Cys 


Leu 


Thr 


Leu 


Leu 




130 










135 










140 










Glu 


Cys 


Met 


Gly 


Leu 


Arg 


Phe 


Lys 


Lys 


Ala 


Gin 












145 










150 










155 













(2) INFORMATIONS POUR LA SEQ ID NO: 954: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 98 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 923 1 60 9234 53 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 954: 



Ser 


Asn 


He 


Arg 


He 


Leu 


Lys 


Gin 


His 


Gly 


Phe 


Val 


Ala 


His 


Phe 


Leu 


1 








5 










10 










15 




Val 


Lys 


Glu 


Glu 


Asn 


Arg 


Lys 


Arg 


Leu 


Met 


Arg 


Val 


Phe 


Leu 


Arg 


Tyr 








20 










25 










30 






Gly 


Glu 


Asp 


Arg 


Arg 


Pro 


Val 


He 


His 


Ala 


Leu 


Lys 


Arg 


Val 


Ser 


Lys 






35 










40 










45 








Pro 


Ser 


Arg 


Arg 


Val 


Tyr 


Val 


Ser 


Ala 


Ala 


Lys 


He 


Pro 


Tyr 


Val 


Phe 




50 




















60 










Gly 


Asn 


Met 


Gly 


He 


Ala 


Val 


Leu 


Ser 


Thr 


Pro 


Gin 


Gly 


Val 


Leu 


Glu 


65 










70 










75 










80 


Gly 


Ser 


Val 


Ala 


Arg 


Ala 


Lys 


Asn 


Val 


Gly Gly 


Glu 


Leu 


Leu 


Cys 


Leu 



85 90 95 



Val Trp 



(2) INFORMATIONS POUR LA SEQ ID NO: 955: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 183 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



1647 



(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 923484 .. 924 03 2 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 955: 



Met 


Ser 


Arg 


Lys 


Ala 


Arg 


Asp 


Pro 


He 


Val 


Leu 


Pro 


Gin 


Gly 


Val 


GlU 


l 


















10 










15 




vai 


Ser 


Tl 

1 le 


Cj j.n 


Asn 


Asp 


G1U 


lie 


Ser 


val 


Lys 


Gly 


Pro 


Lys 


Gly 


Ser 








2 0 










25 










30 






Leu 


Thr 


Gin 


val 


Leu 


Ala 


Lys 


Glu 


Val 


Glu 


He 


Ala 


Val 


Lys 


Gly 


Asn 






3 5 










40 










45 








CjIU 


T T-. 1 

vai 


File 


va J. 


Ala 


Pro 


Aia 


Ala 


TT ," 

HIS 


vai 


vai 


Asp 


Arg 


Pro 


Gly 


Arg 




50 










55 










60 










Met 


Gin 


Gly 


Leu 


Tyr 


Trp 


Ala 


Leu 


He 


Ala 


Asn 


Met 


Val 


Lys 


Gly Val 


65 










70 










75 










80 


His 


Thr 


Gly 


Phe 


Glu 


Lys 


Arg 


Leu 


Glu 


Met 


He 


Gly 


Val 


Gly 


Phe 


Arg 










85 










90 










95 




Ala 


Ala 


Val 


Gin 


Gly 


Ser 


Leu 


Leu 


Asp 


Leu 


Ser 


He 


Gly 


Val 


Ser 


His 








100 










105 










110 






Pro 


Thr 


Lys 


Met 


Pro 


He 


Pro 


Thr 


Gly 


Leu 


Glu 


Val 


Ser 


Val 


Glu 


Lys 






115 










120 










125 








Asn 


Thr 


Leu 


He 


Ser 


He 


Lys 


Gly 


He 


Asn 


Lys 


Gin 


Leu 


Val 


Gly 


Glu 




130 










135 










140 










Phe 


Ala 


Ala 


Cys 


Val 


Arg 


Ala 


Lys 


Arg 


Pro 


Pro 


Glu 


Pro 


Tyr 


Lys 


Gly 


145 










150 










155 










160 


Lys 


Gly 


He 


Arg 


Tyr 


Glu 


Asn 


Glu 


Tyr 


Val 


Arg 


Arg 


Lys 


Ala 


Gly 


Lys 










165 










170 










175 




Ala 


Ala 


Lys 


Thr 


Gly 


Lys 


Lys 





















180 



(2) INFORMATIONS POUR LA SEQ ID NO : 956: 

(i) CARACTER I ST I QUES DE LA SEQUENCE: 

(A) LONGUEUR: 123 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE JGENOME : 924057 .. 92442 5 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 956: 



Met 


GlU 


Ser 


Ser 


Leu 


Tyr 


Lys 


Lys 


Thr 


Ser 


Gly 


Lys 


Ala 


Arg 


Arg 


Ala 


1 








5 










10 










15 




Leu 


Arg 


Val 


Arg 
20 


Lys 


Ala 


Leu 


Lys 


Gly 
25 


Cys 


Ser 


Leu 


Lys 


Pro 
30 


Arg 


Leu 


Ser 


Val 


Val 

35 


Lys 


Thr 


Asn 


Lys 


His 
40 


Val 


Tyr 


Val 


Gin 


Leu 
45 


He 


Asp 


Asp 


Val 


GlU 
50 


Gly 


Lys 


Thr 


Leu 


Ala 
55 


Phe 


He 


Ser 


Thr 


Leu 
60 


Ala 


Lys 


Val 


Ala 


Lys 


Thr 


Ser 


Gly 


Leu 


Thr 


Arg 


Lys 


Asn 


Gin 


Asp 


Asn 


Ala 


Lys 


Ala 


Leu 


65 










70 










75 










80 


Gly 


He 


Lys 


He 


Ala 
85 


GlU 


Leu 


Gly 


Lys 


Gly 
90 


Leu 


Gin 


Val 


Asp 


Arg 
95 


Val 



1648 



Val Phe Asp Arg Gly Ala His Lys Tyr His Gly Val Val Ala Met Val 

100 105 110 

Pro Asp Gly Ala Arg Glu Gly Gly Leu Gin Phe 
115 120 



(2) INFORMATIONS POUR LA SEQ ID NO: 9 57: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 165 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 924443 924 9 37 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 957: 



Xaa 


Thr 


Leu 


Ser 


Arg 


Asn 


Ser 


His 


Lys 


Glu 


Asp 


Gin 


Leu 


Glu 


Glu 


Lys 


1 








5 










10 










15 




Val 


Leu 


Val 


Val 


Asn 


Arg 


Cys 


Cys 


Lys 


Val 


Val 


Lys 


Gly 


Gly 


Arg 


Lys 








20 










25 










30 






Phe 


Ser 


Phe 


Ser 


Ala 


Leu 


He 


Leu 


Val 


Gly 


Asp 


Arg 


Lys 


Gly 


Arg 


Leu 






35 










40 










45 








Gly 


Phe 


Gly 


Phe 


Ala 


Lys 


Ala 


Asn 


Glu 


Leu 


Thr 


Asp 


Ala 


He 


Arg 


Lys 




50 










55 










60 










Gly 


Gly 


Asp 


Ala 


Ala 


Arg 


Lys 


Asn 


Leu 


Val 


Ser 


He 


Asn 


Ser 


Leu 


Glu 


65 










70 










75 










80 


Gly 


Gly 


Ser 


He 


Pro 


His 


Glu 


Val 


Leu 


Val 


Asn 


His 


Asp 


Gly 


Ala 


Glu 










85 










90 










95 




Leu 


Leu 


Leu 


Lys 


Pro 


Ala 


Lys 


Pro 


Gly 


Thr 


Gly 


He 


Val 


Ala 


Gly 


Ser 








100 










105 










110 






Arg 


He 


Arg 


Leu 


He 


Leu 


Glu 


Met 


Ala 


Gly 


Val 


Lys 


Asp 


He 


Val 


Ala 






115 










120 










125 








Lys 


Ser 


Leu 


Gly 


Ser 


Asn 


Asn 


Pro 


Met 


Asn 


Gin 


Val 


Lys 


Ala 


Ala 


Phe 




130 










135 










140 










Xaa 


Ala 


Leu 


Leu 


Thr 


Leu 


Ser 


Cys 


Lys 


Asp 


Asp 


He 


Met 


Lys 


Arg 


Arg 


145 










150 










155 










160 


Ala 


Val 


He 


Asn 


Asp 

























165 



(2) INFORMATIONS POUR LA SEQ ID NO: 958: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 144 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 924933 9253 64 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 958: 

Met He Lys Leu Glu Cys Leu Gin Asp Pro Ser Pro Arg Lys Arg Arg 



1649 



1 








5 








10 










15 




Thr 


Lys 


Leu 


Leu 


Gly 


Arg Gly 


Pro 


Ser 


Thr 


Gly 


His 


Gly 


Lys 


Thr 


Ser 








20 








25 










30 






Gly Arg 


Gly 


His 


Lys 


Gly Asp 


Gly 


Ser 


Arg 


Ser 


Gly 


Tyr 


Lys 


Arg 


Arg 






35 








40 










45 








Phe 


Gly 


Tyr 


Glu 


Gly 


Gly Gly 


Val 


Pro 


Leu 


Tyr 


Arg 


Arg 


Val 


Pro 


Thr 




50 








55 










6 0 










Arg 


Gly 


Phe 


Ser 


His 


Lys Arg 


Phe 


Asp 


Lys 


Cys 


Val 


Glu 


Glu 


He 


Thr 


65 










70 








75 










80 


Thr 


Gin 


Arg 


Leu 


Asn 


Glu He 


Phe 


Asp 


Asn 


Gly 


Ala 


Glu 


Val 


Ser 


Leu 










85 








90 










95 




Glu 


Ala 


Leu 


Lys 


Glu 


Arg Lys 


Val 


He 


His 


Arg 


Glu 


Thr 


Ser 


Arg 


Val 








100 








105 










110 






Lys 


Val 


He 


Leu 


Lys 


Gly Ala 


Leu 


Asp 


Lys 


Lys 


Leu 


Val 


Trp 


Lys 


Asp 






115 








120 










125 








Ala 


Ala 


He 


Val 


Leu 


Ser Glu 


Gly 


Val 


Lys 


Ser 


Leu 


He 


Glu 


Ala 


Val 




130 








135 










140 











(2) INFORMATIONS POUR LA SEQ ID NO : 959: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 457 acides amines 

(B) TYPE : acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHET IQUE : ou i 



(viii) POSITION DANS LE GENOME: 92 53 9 0 92 67 60 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 959: 



Met 


Ala 


Thr 


Leu 


Arg 


Gin 


Val 


Phe 


Ser 


He 


Ser 


Glu 


Leu 


Arg 


Gin 


Lys 


1 








5 










10 










15 




He 


Phe 


Phe 


Thr 


Phe 


Ser 


Leu 


Leu 


Ala 


Leu 


Cys 


Lys 


He 


Gly 


Val 


Phe 








20 










25 










30 






He 


Pro 


Val 


Pro 


Gly 


He 


Asn 


Gly 


Asp 


Arg 


Ala 


Val 


Ala 


Tyr 


Phe 


Asn 






35 










40 










45 








Gin 


Leu 


Leu 


Gly 


Ser 


Ser 


Gin 


Asn 


Leu 


Phe 


Gin 


Leu 


Ala 


Asp 


He 


Phe 




50 










55 










60 










Ser 


Gly 


Gly 


Ala 


Phe 


Ala 


Gin 


Met 


Thr 


Val 


He 


Ala 


Leu 


Gly 


Val 


Val 


65 










70 










75 










80 


Pro 


Tyr 


He 


Ser 


Ala 


Ser 


He 


He 


Val 


Gin 


Leu 


Leu 


Val 


Val 


Phe 


Met 










85 










90 










95 




Pro 


Thr 


Leu 


Gin 


Arg 


Glu 


Met 


Arg 


Glu 


Ser 


Pro 


Asp 


Gin 


Gly 


Lys 


Arg 








100 










105 










110 






Lys 


Leu 


Gly 


Arg 


Met 


Thr 


Arg 


Leu 


Phe 


Thr 


Leu 


Val 


Leu 


Ala 


Cys 


Val 






115 










120 










125 








Gin 


Ser 


Leu 


Leu 


Phe 


Ala 


Lys 


Phe 


Ala 


Leu 


Arg 


Met 


Asn 


Leu 


Val 


Val 




130 










135 










140 










Pro 


Gly 


He 


Val 


Leu 


Pro 


Ala 


Met 


Leu 


Ser 


Leu 


Lys 


Leu 


Phe 


Gly 


Val 


145 










150 










155 










160 


Pro 


Trp 


Val 


Phe 


Tyr 


Leu 


Thr 


Thr 


Val 


Val 


Val 


Met 


Thr 


Thr 


Gly 


Thr 










165 










170 










175 




Leu 


Leu 


Leu 


Met 


Trp 


Val 


Gly 


Glu 


Gin 


He 


Ser 


Asp 


Lys 


Gly 


He 


Gly 








180 










185 










190 






Asn 


Gly 


He 


Ser 


Leu 


He 


He 


Thr 


Leu 


Gly 


He 


Leu 


Ala 


Ser 


Phe 


Pro 






195 










200 










205 









1650 



iJCl 


VAX 


T .el i 
UcU 


v?X y 


Ser 


He 


Phe 


Asn 


Lys 


Leu 


Asn 


Leu 


Glv 


Ser 


Gin 


Asp 




^ x w 










215 










220 










IT X 


OfcrX 






Gly 


He 


Val 


Ser 


Leu 


Leu 


He 


Leu 


Cys 


Ala 


Val 


Phe 


Z. Z. J 










23 0 










235 










240 


v a. X 




V cl X 


Leu 


X Xt5 


r\ X cx 


Thr 


Val 


Leu 


He 


He 


Glu 


Glv 


Val 


Arg 


Lys 










245 










250 










255 




Tic* 

x x e 


Pro 


V a. X 


ri n 

uiu 


His 


Ala 


Arg 


Arg 


He 


He 


Glv 

\j xy 


Arg 


Arg 


Glu 


Val 


Val 








260 










265 










270 






^ Xy 


1^ X y 


Civ 


c or 
0 1; x 


xy x 


Leu 


Pro 


Leu 


Lys 


Val 


Asn 


Tvr 


Ala 


Glv 


Val 


He 






27 5 










280 










285 








XT -L tj> 


Vul 


He 


Phe 


Ala 


Ser 


Ser 


Leu 


Leu 


Met 


Phe 


Pro 


Ala 


Thr 


He 


Glv 




29 0 










295 










300 










Gin 


Phe 


Leu 


Ser 


Ser 


Glu 


Ser 


Ser 


Trt3 


Leu 


Lvs 


Arg 


He 


Ala 


Thr 


Met 


J V _J 










310 










315 










320 




Ser 


Jr x 


Gly 


Ser 


Val 


Ala 


Tvr 
xy x 


Ser 


He 


Phe 


Tvr 

Jr 


Val 


Leu 


Leu 


He 










3 25 










330 










335 




x ± e 




"r>"h 0 
2r Hfcr 


XilX 


xy x 






Thr 


Ala 


Thr 


Gin 


Phe 


Arg 


Pro 


Glu 


Gin 








340 










345 










350 






T 1 0 
lie 


AX d. 


Qor 
0 cl 


Glu 


Met 


Lys 


Lys 


Asn 


Glv 

vjxy 


Ala 


Phe 


He 


Pro 


Glv 


He 


Arg 






3 55 










360 










365 








UllJ 


Gly 


Lys 


Pro 


Thr 


Gin 


Thr 


Tvr 


Leu 


Glu 


Tvr 


Thr 


Met 


Asn 


Arg 


Val 




370 










375 










380 










Thr 


Leu 


Leu 


Gly 


Ala 


Val 


Phe 


Leu 


Ala 


Val 


Val 


Ala 


He 


Leu 


Pro 


Ser 


385 










390 










395 










400 


Val 


Leu 


Gly 


Arg 


He 


Leu 


Arg 


Val 


Asp 


Ala 


Asn 


Val 


Ser 


Tyr 


Phe 


Leu 










405 










410 










415 




Gly 


Gly 


Thr 


Ala 


Met 


Leu 


He 


Val 


Val 


Gly 


Val 


He 


Leu 


Asp 


Thr 


Met 






420 










425 










430 






Lys 


Gin 


He 


Asp 


Ala 


Phe 


Leu 


Leu 


Val 


Arg 


Arg 


Tyr 


Asp 


Gly 


Val 


Leu 






435 










440 










445 








Lys 


Lys 


Asp 


Arg 


Pro 


Lys 


Gly 


Arg 


Pro 

















450 455 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 60: 

(i) CARACTERISTIQUES DE LA SEQUENCE : . 

(A) LONGUEUR: 122 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 926819 927184 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 960: 

Met Pro Arg He He Gly He Asp He Pro Ala Lys Lys Lys Leu Lys 

15 10 15 

He Ser Leu Thr Tyr He Tyr Gly He Gly Pro Ala Leu Ser Lys Glu 

20 25 30 

He He Ala Arg Leu Gin Leu Asn Pro Glu Ala Arg Ala Ala Glu Leu 

35 ■ 40 45 

Thr Glu Glu Glu Val Gly Arg Leu Asn Ala Leu Leu Gin Ser Asp Tyr 

50 55 60 

Val Val Glu Gly Asp Leu Arg Arg Arg Val Gin Ser Asp He Lys Arg 
65 70 75 80 

Leu He Thr He His Ala Tyr Arg Gly Gin Arg His Arg Leu Ser Leu 



1651 



85 

Pro Val Arg Gly Gin Arg Thr Lys 
100 

Lys Arg Lys Thr lie Ala Gly Lys 
115 120 



90 95 
Thr Asn Ser Arg Thr Arg Lys Gly 
105 110 
Lys Lys 



(2) INFORMATIONS POUR LA SEQ ID NO: 9 61: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 13 2 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 9272 09 .. 927 604 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 961: 



Leu 


Val 


Lys 


Asn 


Gin 


Ala 


Gin 


Lys 


Arg 


Gly 


Val 


Lys 


Arg 


Lys 


Gin 


Val 


1 






5 










10 










15 




Lys 


Asn 


He 


Pro 


Ser 


Gly 


Val 


Val 


His 


Val 


Lys 


Ala 


Thr 


Phe 


Asn 


Asn 






20 










25 










30 






Thr 


He 


Val 
35 


Thr 


He 


Thr 


Asp 


Pro 
40 


Ala 


Gly 


Asn 


Val 


He 
45 


Ser 


Trp 


Ala 


Ser 


Ala 
50 


Gly 


Lys 


Val 


Gly 


Tyr 
55 


Ser 


Gly 


Ser 


Arg 


Lys 
60 


Ser 


Ser 


Ala 


Phe 


Ala 


Ala 


Thr 


Val 


Ala 


Ala 


Gin 


Asp 


Ala 


Ala 


Lys 


Ala 


Ala 


Met 


Ser 


Ser 


65 










70 










75 










80 


Gly 


Leu 


Lys 


Glu 


Val 


Glu 


Val 


Gly 


Leu 


Lys 


Gly 


Thr 


Gly 


Ala 


Gly 


Arg 








85 










90 










95 




Glu 


Ser 


Ala 


Val 
100 


Arg 


Ala 


Leu 


He 


Ser 
105 


Ser 


Gly 


Leu 


He 


Val 
110 


Ser 


Val 


He 


Arg 


Asp 
115 


Glu 


Thr 


Pro 


Val 


Pro 
120 


His 


Asn 


Gly 


Cys 


Arg 
125 


Pro 


Arg 


Lys 


Arg 


Arg 
130 


Arg 


Val 



























(2) INFORMATIONS POUR LA SEQ ID NO : 9 62: 

(i) CARACTERISTIQUES DE _LA SEQUENCE: 

(A) LONGUEUR: 17 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 927628 928155 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 962: 

Met Ser Asp Ser Ser His Asn Leu Leu Tyr Asn Lys Phe Glu Leu Pro 
15 10 15 

Glu Ser Val Lys Met Ser Pro Val Glu Gly Ala Val Gly Gly He Asp 
20 25 30 



1652 



Lys Val Ala Arg Phe Val Ala Asp Pro Leu Glu Lys Gly Met Gly His 

35 40 45 

Thr Leu Gly Ser Ala Leu Arg Arg Ala Leu Leu lie Gly Leu Glu Ala 

50 55 60 

Pro Ala lie Val Ser Phe Ser Met Thr Gly Val Leu His Glu Tyr Met 
65 70 75 80 

Ala Val Glu Gly lie lie Glu Asp Val Thr Asn lie Val Leu Asn Leu 

85 90 95 

Lys Gly Ser Leu Leu Lys Lys Tyr Pro Leu Gin Asp Cys Glu Gly Gly 

100 105 110 

Arg Cys Ser Gin Lys Leu Arg Ala Thr lie Ser Val Asp Ala Ser Asp 

115 120 125 

Leu Ala Ala Ala Gly Gly Gin Lys Glu Val Thr Leu Gly Asp Leu Leu 

130 135 140 

Gin Glu Gly Thr Phe Glu Ala Val Asn Pro Glu His Val lie Phe Thr 
145 150 155 160 

Val Thr Arg Pro Met Gin Leu Glu Val Met Leu Pro Ser Cys Phe Trp 
165 170 175 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 63: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 220 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 928100 928759 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 963: 



Phe 


Leu 


Arg 


Ser 


Arg 


Val 


Gin 


Cys 


Asn 


Leu 


Arg 


Leu 


Cys 


Cys 


Arg 


Val 


1 








5 










10 










15 




Ala 


Phe 


Gly 


Arg 


Gly 


Tyr 


Ser 


Pro 


Ser 


Glu 


Arg 


He 


Val 


Leu 


Glu 


Glu 








20 










25 










30 






Arg 


Gly 


Met 


Asn 


Glu 


He 


Val 


Leu 


Asp 


Ala 


Ala 


Phe 


Ser 


Pro 


Val 


Val 






35 










40 










45 








Leu 


Val 


Asn 


Tyr 


Phe 


Val 


Glu 


Asp 


Thr 


Arg 


Val 


Gly 


Gin 


Asp 


Thr 


Asp 




50 










55 










60 










Phe 


Asp 


Arg 


Leu 


Val 


Leu 


Gin 


Val 


Glu 


Thr 


Asp 


Gly 


Arg 


Val 


Ala 


Pro 


65 










70 










75 










80 


Lys 


Glu 


Ala 


Val 


Ala 


Phe 


Ala 


Thr 


Gin 


He 


Leu 


Ser 


Lys 


His 


Phe 


Ser 










85 










90 










95 




Val 


Phe 


GlU 


Lys 


Met 


Asp 


Glu 


Lys 


Arg 


He 


Val 


Phe 


Glu 


Glu 


Ala 


He 








100 










105 










110 






Ser 


Val 


GlU 


Lys 


Glu 


Asn 


Lys 


Asp 


Asp 


He 


Leu 


His 


Lys 


Leu 


Val 


Leu 






115 










120 










125 








Gly 


He 


Asn 


Glu 


He 


Glu 


Leu 


Ser 


Val 


Arg 


Ser 


Thr 


Asn 


Cys 


Leu 


Ser 




130 










135 










140 










Asn 


Ala 


Asn 


He 


Glu 


Thr 


He 


Gly 


Glu 


Leu 


Val 


He 


Met 


Pro 


Glu 


Pro 


145 










150 










155 










160 


Arg 


Leu 


Leu 


Gin 


Phe 


Arg 


Asn 


Phe 


Gly 


Lys 


Lys 


Ser 


Leu 


Cys 


Glu 


He 










165 










17 0 










175 




Lys 


Asn 


Lys 


Leu 


Lys 


Glu 


Met 


Lys 


Leu 


Glu 


Leu 


Gly 


Met 


Asp 


Leu 


Ser 








180 










185 










190 






Gin 


Phe 


Gly 


Val 


Gly 


Leu 


Asp 


Asn 


Val 


Lys 


Glu 


Lys 


Met 


Lys 


Trp 


Tyr 



1653 



195 200 205 

Ala Glu Lys lie Arg Ser Ser Lys Asn Thr Lys Gly 
210 215 220 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 64: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 341 acides amines 

(B) TYPE: acide amine 

{ D ) CONFIGURATION : 1 ineai re 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 929222 93 0244 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 964: 



Leu 


Thr 


Thr 


Trp 


Asp 


Leu 


Ala 


Met 


Arg 


He 


Val 


I le 


Asn 


Gly 


Phe 


Gly 


1 








5 










10 










15 




Arg 


lie 


Gly 


Arg 


Leu 


Val 


Leu 


Arg 


Gin 


He 


Leu 


Lys 


Arg 


Asn 


Ser 


Pro 








20 










25 










30 






lie 


Glu 


Val 


Val 


Ala 


He 


Asn 


Asp 


Leu 


Val 


Ala 


Gly 


Asp 


Leu 


Leu 


Thr 






35 










40 










45 








Tyr 


Leu 


Phe 


Lys 


Tyr 


Asp 


Ser 


Thr 


His 


Gly 


Ser 


Phe 


Ala 


Pro 


Gin 


Ala 




50 










55 










60 










Thr 


Phe 


Ser 


Asp 


Gly 


Cys 


Leu 


Val 


Met 


Gly 


Glu 


Arg 


Lys 


He 


Arg 


Phe 


65 










70 










75 










80 


Leu 


Ala 


Glu 


Lys 


Xaa 


Val 


Gin 


Lys 


Leu 


Pro 


Trp 


Lys 


Asp 


Leu 


Asp 


Val 










85 










90 










95 




Asp 


Val 


Val 


He 


Glu 


Ser 


Thr 


Gly 


Leu 


Phe 


Val 


Asn 


Arg 


Asp 


Asp 


Ala 








100 










105 










110 






Ala 


Lys 


His 


Leu 


Asp 


Ser 


Gly 


Ala 


Lys 


Arg 


Val 


Leu 


He 


Thr 


Ala 


Pro 






115 










120 










125 








Ala 


Lys 


Gly 


Asp 


Val 


Pro 


Thr 


Phe 


Val 


Met 


Gly 


Val 


Asn 


His 


Gin 


Gin 




130 










135 










140 










Phe 


Asp 


Pro 


Ala 


Asp 


Val 


He 


He 


Ser 


Asn 


Ala 


Ser 


Cys 


Thr 


Thr 


Asn 


145 










150 










155 










160 


Cys 


Leu 


Ala 


Pro 


Leu 


Ala 


Lys 


Val 


Leu 


Leu 


Asp 


Asn 


Phe 


Gly 


He 


Glu 










165 










170 










175 




Glu 


Gly 


Leu 


Met 


Thr 


Thr 


Val 


His 


Ala 


Ala 


Thr 


Ala 


Thr 


Gin 


Ser 


Val 








180 










185 










190 






Val 


Asp 


Gly 


Pro 


Ser 


Arg 


Lys 


Asp 


Trp 


Arg 


Gly 


Gly 


Arg 


Gly 


Ala 


Phe 






195 










200 










205 








Gin 


Asn 


He 


He 


Pro 


Ala 


Ser 


Thr 


Gly 


Ala 


Ala 


Lys 


Ala 


Val 


Gly 


Leu 




210 










215 










220 










Cys 


Leu 


Pro 


Glu 


Leu 


Lys 


Gly 


Lys 


Leu 


Thr 


Gly 


Met 


Ala 


Phe 


Arg 


Val 


225 










230 










235 










240 


Pro 


Val 


Ala 


Asp 


Val 


Ser 


Val 


Val 


Asp 


Leu 


Thr 


Val 


Lys 


Leu 


Ser 


Ser 










245 










250 










255 




Ala 


Thr 


Thr 


Tyr 


Glu 


Ala 


He 


Cys 


Glu 


Ala 


Val 


Lys 


His 


Ala 


Ala 


Asn 








260 










265 










270 






Thr 


Ser 


Met 


Lys 


Asn 


He 


Met 


Tyr 


Tyr 


Thr 


Glu 


Glu 


Ala 


Val 


Val 


Ser 






275 










280 










285 








Ser 


Asp 


Phe 


He 


Gly 


Cys 


Glu 


Tyr 


Ser 


Ser 


He 


Phe 


Asp 


Ala 


Gin 


Ala 




290 










295 










300 










Gly 


Val 


Ala 


Leu 


Asn 


Asp 


Arg 


Phe 


Phe 


Lys 


Leu 


Val 


Ala 


Trp 


Tyr 


Asp 


305 










310 










315 










320 



1654 



Asn Glu lie Gly Tyr Ala Thr Arg lie Val Asp Leu Leu Glu Tyr Val 

325 330 335 

Gin Glu Asn Ser Lys 
340 



(2) INFORMATIONS POUR LA SEQ ID NO: 965: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 145 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 930222 .. 930656 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 965: 



Ser 


Thr 


Tyr 


Lys 


Lys 


Thr 


Leu 


Asn 


Lys 


Gly 


Ser 


Phe 


Val 


Tyr 


Phe 


Thr 


1 








5 










10 










15 




Arg 


Asp 


Pro 


Val 
20 


He 


Glu 


Thr 


Val 


He 
25 


Thr 


Ser 


Arg 


Glu 


Gly 
30 


Tyr 


Lys 


Leu 


Ser 


He 
35 


Arg 


Asn 


Ser 


Lys 


His 
40 


Leu 


Ser 


Gin 


Asp 


Pro 
45 


Phe 


Val 


Val 


Glu 


Ala 
50 


He 


Glu 


Val 


Val 


Arg 
55 


Leu 


Gly 


Gly 


Thr 


Ser 
60 


Phe 


Phe 


Arg 


Asn 


Cys 


Asp 


His 


Ser 


Lys 


Pro 


Phe 


Leu 


Leu 


Pro 


Ala 


Ser 


Asp 


Tyr 


Glu 


Val 


65 










70 










75 










80 


Met 


Glu 


He 


Arg 


Asp 
85 


Ala 


Lys 


He 


Asn 


Leu 
90 


Lys 


Ala 


Val 


Gly 


Leu 
95 


Asp 


Arg 


Gly 


Val 


Lys 
100 


He 


Val 


Gly 


Ser 


Arg 
105 


Glu 


Ala 


Leu 


Leu 


Lys 
110 


Met 


Pro 


Lys 


Val 


Ala 
115 


Pro 


He 


Val 


Ser 


Val 
120 


Ser 


Glu 


Asp 


Asn 


Thr 
125 


He 


Val 


Ser 


Glu 


Glu 
130 


Glu 


Val 


Val 


Ala 


Asp 
135 


Ser 


Thr 


Val 


Ala 


Leu 
140 


Pro 


Leu 


Leu 


His 



Leu 
145 



(2) INFORMATIONS POUR LA SEQ ID NO: 9 66: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 157 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 930608 931078 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 966: 

Arg Arg Gly Ser Cys Arg Leu Tyr Cys Cys Thr Pro Ala Ser Thr Pro 

15 10 15 

Val Ala Pro Met Ser Lys Lys Glu Arg Arg Lys Glu Phe Lys Asn Glu 



1655 



20 

Lys Trp Lys Asp Lys 
35 

lie Ala Asp Ala Val 
50 

Glu Glu Cys Leu Gin 
65 

Arg Arg Phe Ser Leu 
85 

Pro Glu Glu Pro Glu 
100 

Asn Glu Ser Leu Asn 
115 

Ser lie Leu Ala Asp 
130 

Gin Thr Ala Glu Glu 
145 



25 

Lys Lys Gin Gly Arg Arg 
40 

Gly Ser Ser Gin Glu Met 
55 

Glu Ser Ser Ser Glu Glu 
70 75 
lie Pro Pro Pro Thr Arg 
90 

Glu Glu Ser Gin Pro Val 
105 

Ala Leu Val Ser Glu Ser 
120 

Glu Asp Thr Val Val Phe 
135 

Ser Gin Glu Gin Pro Ser 
150 155 



30 

Arg Asn Ser Lys Glu 
45 

lie Asp Thr Val Ala 
60 

Gly Asp Phe Ser Glu 
80 

Leu lie Ser Asp Gly 
95 

Thr Ser Val Asp Leu 
110 

Cys Asn Val lie Glu 
125 

Thr Lys Glu Lys Asp 
140 

Phe His 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 67: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 100 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) H YPOTHETI QUE : OU i 



(viii) POSITION DANS LE GENOME: 9 3 13 67 93 1 6 6 6 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 9 67: 



Phe lie Asp Glu Glu 
1 5 
Leu Trp Ser Leu Val 
20 

Lys Val Arg Ala Phe 
35 

Ser Met Leu Gin Leu 
50 

Trp Glu Asn Thr Cys 
65 

Glu Val Cys Leu Glu 
85 

Lys Asn Asn His 
100 



Ser Tyr Leu Thr Trp Gly 
10 

Lys Leu Arg Leu Leu Ser 
25 

Thr Ser Pro Asp Gin Tyr 
40 

Phe Cys Leu Trp Lys Asp 
55 

Gin Met Leu Phe Gly Val 
70 75 
Thr Arg Ser Arg Cys Lys 
90 



lie Ser Leu Met Trp 
15 

Leu Leu Arg Phe Arg 
30 

Glu Glu Tyr Ser Arg 
45 

Ser Asp lie Val Glu 
60 

Cys Ser Lys Met Ser 
80 

Ser Asn Leu Arg Val 
95 



(2) INFORMATIONS POUR LA SEQ ID NO: 968: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 137 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



1656 



(viii) POSITION DANS LE GENOME: 93 154 9 .. 93 1 9 59 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 968: 

Tyr Cys Gly Met Gly Glu Tyr Leu Ser Asp Val Val Trp Cys Leu Phe 

15 10 15 

Lys Asn Glu Arg Ser Leu Leu Arg Asn Lys Lys Gin Met Gin lie Gin 

20 25 30 

Ser Ala Ser Lys Glu Gin Ser Leu Ala Glu Trp Glu Gin Gin Val Cys 

35 40 45 

Glu Leu Lys Ser Gin Leu Ala Ser Gin Glu Asn Ala Asn Gin Gin Glu 

50 55 60 

lie Ser Lys Leu Gin Ala Glu Asn His Trp Leu Gin Asn Arg Leu Ala 
65 70 75 80 

Glu Lys Leu Gin Gin Ala Arg His Gin Asn Asp Val lie Asp Glu Leu 

85 90 95 

Lys Arg Asp Leu Val Glu Ser Val Gin Gin Met Glu Val Ser Glu Gly 

100 105 110 

Arg Arg Leu Cys Tyr Glu His Lys lie Arg Val Leu Glu Glu Gin lie 

115 120 125 

Asp Arg Phe Leu Ala Lys Glu Glu Val 
130 135 



(2) INFORMATIONS POUR LA SEQ ID NO: 969: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 17 0 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 932070 .. 932579 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 9 69: 



Met 


Ala 


Asp 


Leu 


He 


Met 


Gly 


He 


Asp 


Pro 


Gly 


Thr 


Leu 


Val 


Cys 


Gly 


1 








5 










10 










15 




Tyr 


Ala 


Leu 


He 


Lys 


Val 


Glu 


Asn 


Arg 


Tyr 


His 


He 


His 


Pro 


His 


Ser 








20 










25 










30 






Phe 


Gly 


Lys 


Val 


Lys 


Leu 


Ser 


Gin 


Lys 


Leu 


Ala 


Leu 


Ala 


His 


Arg 


Tyr 






35 










40 










45 








Lys 


Gin 


Leu 


Phe 


Thr 


Glu 


He 


Ser 


Thr 


He 


Leu 


Gin 


Gin 


Glu 


Ser 


Pro 




50 










55 










60 










Lys 


Ala 


Val 


Val 


Leu 


Glu 


Thr 


Gin 


Tyr 


Val 


His 


Lys 


Asn 


Pro 


Gin 


Ser 


65 










70 










75 










80 


Thr 


He 


Lys 


Leu 


Gly 


Met 


Ala 


Arg 


Gly 


Val 


Leu 


Leu 


Leu 


Ala 


Ala 


Ser 










85 










90 










95 




Leu 


Gin 


Asp 


Val 


Pro 


Val 


Phe 


Glu 


Tyr 


Ala 


Pro 


Asn 


Thr 


Ala 


Lys 


Lys 








100 










105 










110 






Ala 


Ala 


Val 


Gly 


Lys 


Gly 


Asn 


Ala 


Ser 


Lys 


Lys 


Gin 


Val 


Gin 


Leu 


Met 






115 










120 










125 








Val 


Ser 


Lys 


Leu 


Leu 


Arg 


Val 


Pro 


Asp 


Leu 


Leu 


Ala 


Glu 


Asp 


Asn 


Glu 




130 










135 










140 










Asp 


He 


Ala 


Asp 


Ala 


Phe 


Ala 


Leu 


Ala 


Met 


Cys 


His 


Ala 


His 


Leu 


Ala 


145 










150 










155 










160 


Pro 


Tyr 


Gin 


Asp 


Leu 


Lys 


Lys 


Thr 


Leu 


Val 















1657 



165 170 



(2) INFORMATIONS POUR LA SEQ ID NO: 970: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 00 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 932602 933201 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 970: 



Met 


Tyr 


Glu 


Tyr 


He 


Lys 


Gly 


Thr 


Leu 


Thr 


His 


He 


Asp 


Gly 


Ser 


Tyr 


1 








5 










10 










15 




Val 


Val 


He 


Glu 


Ser 


Phe 


Gly 


He 


Gly 


Tyr 


Ala 


He 


Met 


Leu 


Ser 


Glu 








20 










25 










30 






Arg 


Phe 


Leu 


Val 


Asp 


Leu 


Arg 


Ala 


Phe 


Met 


His 


Gin 


Glu 


Val 


Leu 


He 






35 










40 










45 








Tyr 


Val 


His 


Ser 


Val 


He 


Arg 


Glu 


Thr 


Glu 


His 


Val 


Leu 


Tyr 


Gly 


Phe 




50 










55 










60 










Ser 


Ser 


Arg 


Ala 


Glu 


Arg 


Glu 


Cys 


Phe 


Arg 


Leu 


Leu 


He 


Ser 


Phe 


Ser 


65 










70 










75 










80 


Gly 


He 


Gly 


Pro 


Lys 


Thr 


Gly 


Leu 


Ser 


He 


Leu 


Asn 


Met 


Phe 


Pro 


Leu 










85 










90 










95 




Gin 


Glu 


Leu 


Cys 


Ser 


He 


Ala 


Arg 


Leu 


Glu 


Asn 


Val 


Lys 


Ala 


He 


Ala 








100 










105 










110 






Ser 


Val 


Pro 


Gly 


He 


Gly 


Lys 


Lys 


Thr 


Ala 


Glu 


Lys 


Leu 


Met 


Val 


Asp 






115 










120 










125 








Leu 


Lys 


Gin 


Lys 


Leu 


Pro 


Thr 


Leu 


Met 


Pro 


Leu 


Tyr 


Leu 


Glu 


Glu 


Pro 




130 










135 










140 










Val 


Val 


Pro 


Ser 


Ser 


Thr 


Ala 


Asn 


Ser 


Ser 


Phe 


Lys 


Glu 


Gly 


He 


Gly 


145 










150 










155 










160 


Ala 


Leu 


Met 


Asn 


Leu 


Gly 


Phe 


Ser 


Arg 


Leu 


Ala 


Ala 


Asp 


Arg 


Met 


Met 










165 










170 










175 




Thr 


Glu 


Ala 


Val 


Lys 


Glu 


Leu 


Ser 


Glu 


Glu 


Ala 


Ser 


Val 


Ala 


Glu 


Leu 








180 










185 










190 






Leu 


Pro 


He 


Ala 


Leu 


Arg 


Lys 


Ser 



















195 200 



(2) INFORMATIONS POUR LA SEQ ID NO: 971: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 86 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 93 33 64 93 3 62 1 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 971: 



1658 



Mot* 


Pin 
JL U. 


JL11 


X 11 JL 


Leu. 


Ser 


He 


He 


Lys 


Pro 


Asp 




val 


vj jl y 


T .wc; 


Ala 


-L 


















i n 










T c 
X z> 




His 


He 


Gly 


Glu 


He 


He 


Ala 


He 


Phe 


Glu 


Lys 


Ser 


Gly 


Leu 


Arg 


He 








20 










25 










30 






Ala 


Ala 


Met 


Lys 


Met 


Val 


His 


Leu 


Ser 


Val 


Lys 


Glu 


Ala 


Glu 


Gly 


Phe 






35 










40 










45 








Tyr 


Val 


Val 


His 


Lys 


Glu 


Arg 


Pro 


Phe 


Phe 


Gin 


Glu 


Leu 


Val 


Asp 


Phe 




50 










55 










60 










Met 


He 


Ser 


Gly 


Pro 


Val 


Val 


Val 


Met 


Val 


Leu 


Gin 


Gly 


Glu 


Asn 


Leu 


65 










70 










75 










80 


Ser 


Pro 


Val 


Thr 


Glu 


Ser 























85 



(2) INFORMATIONS POUR LA SEQ ID NO: 972: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 88 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 933 522.-933785 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 972: 



Arg 


Glu 


Thr 


Phe 


Phe 


Pro 


Arg 


Thr 


Gly 


Arg 


Leu 


Tyr 


Asp 


Leu 


Trp 


Ser 


1 








5 










10 










15 




Cys 


Cys 


Ser 


Asn 


Gly 


Thr 


Ala 


Arg 


Gly 


Lys 


Pro 


Val 


Ala 


Arg 


Asn 


Arg 








20 










25 










30 






Glu 


Leu 


Met 


Gly 


Ala 


Thr 


Asn 


Pro 


Lys 


Glu 


Ala 


Ala 


Glu 


Gly 


Ser 


He 






35 










40 










45 








Arg 


Ala 


Leu 


Phe 


Gly 


GlU 


Ser 


He 


Gly 


Val 


Asn 


Ala 


Val 


His 


Gly 


Ser 




50 










55 










60 










Asp 


Ser 


Leu 


Glu 


Asn 


Ala 


Ala 


He 


Glu 


Val. 


Ser 


Tyr 


Phe 


Phe 


Ala. 


Lys 


65 










70 










75 










80 


Thr 


Glu 


Val 


Val 


Asn 


Ser 


Val 


Ala 



















85 



(2) INFORMATIONS POUR LA SEQ ID NO: 973: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 33 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 933 848 934546 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 973: 

Met Leu He Asn Cys Val Phe Val His Cys Glu Gly Leu Pro He Phe 

15 10 15 

Lys Gin Leu Gin Leu Glu Glu Ala Leu Leu Arg Thr Ser Ser Gin Asn 



1659 



20 25 30 



Phe 


Cys 


Leu 


Val 


Asn 


Thr 


His 


Leu 


Pro 


Glu 


Ala 


Val 


Val 


Leu 


Gly 


He 






3 5 










40 










45 








Ser 


Arg 


Lys 


Pro 


Glu 


Arg 


Asp 


Leu 


HIS 


Val 


Glu 


HIS 


Leu 


Lys 


bill 


Asp 




50 










55 










60 










Gly 


lie 


Pro 


lie 


lie 


Arg 


Arg 


Tyr 


Ser 


Gly Gly 


Gly 


Thr 


Val 


Pne 


Leu 


65 










7 0 










"~J IT 

/ b 










8 0 


Asp 


Ala 


Asp 


Ser 


Leu 


Met 


Val 


Ser 


Trp 


lie 


He 


Asn 


Ser 


Pro 


Thr 


Pro 










85 










y o 










95 




Ser 


Pro 


Ser 


Ser 


Lys 


Asp 


Leu 


Leu 


Gin 


Trp 


Thr 


Gin 


Asp 


I le 


Tyr 


Ala 








100 










105 










110 






Pro 


lie 


Phe 


Pro 


Thr 


Gly 


Phe 


Lys 


He 


Thr 


Glu 


Asn 


Asp 


Tyr 


Thr 


Pne 






115 










12 0 










12 5 








Leu 


Asp 


Lys 


Lys 


lie 


Gly 


Gly 


Asn 


Ala 


Gin 


Tyr 


I le 


Gin 


Lys 


Tyr 


Arg 




13 0 










13 5 










140 










Trp 


vai 


His 


HIS 


Thr 


inr 


"T>V-\ — 

r*ne 


r*ne 


Trp 


Asn 


Met 


Asn 


Pro 


Lys 


Lys 


Leu 


145 










150 










155 










160 


Ala 


Arg 


Tyr 


Leu 


Pro 


Thr 


Pro 


GlU 


He 


Gin 


Pro 


Ser 


Tyr 


Arg 


Gin 


Asn 










165 










170 










175 




Arg 


Ser 


His 


Asp 


Glu 


Phe 


Leu 


Thr 


Thr 


He 


Tyr 


Glu 


Leu 


Phe 


Asp 


Ser 








180 










185 










190 






Arg 


Glu 


Asp 


Phe 


Leu 


Ser 


Gin 


Leu 


Lys 


Gin 


Ser 


Ala 


Ala 


Ser 


Lys 


Met 






195 










200 










205 








Val 


Trp 


Glu 


Gin 


Gly 


Ser 


He 


Gin 


Thr 


Leu 


Thr 


Pro 


Met 


Leu 


Ser 


Leu 




210 










215 










220 










Pro 


His 


Arg 


Lys 


Ala 


Thr 


Gin 


He 


Leu 

















225 230 



(2) INFORMATIONS POUR LA SEQ ID NO: 974: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 610 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 93453 9 .. 93 63 68 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 974: 



Met 


Trp 


Thr 


Phe 


Pro 


Val 


Asp 


Tyr 


Asp 


Val 


He 


Val 


He 


Gly 


Ala 


Gly 


1 








5 










10 










15 




His 


Ala 


Gly 


Cys 


Glu 


Ala 


Ala 


Tyr 


Cys 


Ala 


Ala 


Lys 


Met 


Gly 


Ala 


Ser 








20 










25 










30 






Val 


Leu 


Leu 


Leu 


Thr 


Ser 


Asn 


Leu 


Asp 


Thr 


He 


Ala 


Lys 


Leu 


Ser 


Cys 






35 










40 










45 








Asn 


Pro 


Ala 


Val 


Gly 


Gly 


He 


Gly 


Lys 


Gly 


His 


He 


Val 


Arg 


Glu 


He 




50 










55 










60 










Asp 


Ala 


Leu 


Gly 


Gly 


He 


Met 


Ala 


Glu 


He 


Thr 


Asp 


Leu 


Ser 


Gly 


He 


65 










70 










75 










80 


Gin 


Phe 


Arg 


He 


Leu 


Asn 


Gin 


Thr 


Lys 


Gly 


Pro 


Ala 


Val 


Arg 


Ala 


Pro 










85 










90 










95 




Arg 


Ala 


Gin 


Val 


Asp 


Lys 


Gin 


Leu 


Tyr 


His 


He 


His 


Met 


Lys 


Arg 


Leu 








100 










105 










110 






Leu 


Glu 


Gin 


Val 


Pro 


Gly 


Leu 


His 


He 


Met 


Gin 


Gly 


Thr 


Ala 


GlU 


Ala 






115 










120 










125 
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Leu Leu Asp Asn 
130 

Trp Ala Tyr Leu 
145 

Arg Gly Leu lie 

Gly Asp Ala Ala 
180 

Phe Pro Leu Gly 
195 

Ser Ser lie Asp 
210 

Val Cys Phe Val 
225 

Val Ser Cys His 

Thr Lys Asn Leu 
260 

Val Gly Pro Arg 
275 

Ala Asp Lys Asp 
290 

Thr Gin Glu Val 
305 

Val Gin Tyr Asp 

lie Thr Arg Pro 
340 

Val lie Phe Pro 
355 

Cys Gly Gin lie 
370 

Gly Leu lie Ala 
385 

Pro Phe Val Pro 

Asp Leu Thr Thr 
420 

Arg Ala Glu His 
435 

Leu Ser His Tyr 
450 

Ala Met Phe Gin 
465 

Leu Ser Lys Thr 

Arg Val Leu Cys 
500 

Phe Pro Ala Asp 
515 

Glu Met Glu lie 
530 

lie Arg Ser Met 
545 

Asp Tyr His Ser 

Ser Lys Phe Thr 
580 

He Ser Val Ala 



Gly Glu Lys Val 
135 

Gly Lys Thr Val 
150 

His He Gly Thr 
165 

Ser Leu Gly Leu 

Arg Leu Lys Thr 
200 

Phe Ser Val Met 
215 

His Arg Asn Glu 
230 

He Thr His Thr 
245 

His Arg Ser Ala 

Tyr Cys Pro Ser 
280 

Arg His His He 
295 

Tyr Val Asn Gly 
310 

He He Arg Ser 
325 

Ala Tyr Ala He 

Ser Leu Glu Ser 
360 

Asn Gly Thr Thr 
375 

Gly Val Asn Ala 
390 

Ser Arg Gin Glu 
405 

Gin Val Leu Asp 

Arg Leu Leu Leu 
440 

Gly His Ser Leu 
455 

Glu Gin Lys Ala 

470 _ 
Phe Arg Lys Tyr 
485 

Arg Pro Glu Val 

Val Arg Asp Leu 
520 

Lys Tyr Ser Gly 
535 

Glu Arg Ser Glu 
550 

He Ser Ala Leu 
565 

Pro Arg Thr He 
Asp He Gin Val 



Leu Gly Val Ser 
140 

Val Leu Ser Ser 
155 

Gin Asn Phe Ser 
170 

Ser Glu Asp Leu 
185 

Gly Thr Pro Ala 

Glu Glu Gin Pro 
220 

Met Phe Val Pro 
235 

Thr Asp Gin Thr 
250 

Leu Tyr Gly Gly 
265 

He Glu Asp Lys 

Phe He Glu Pro 
300 

Leu Ser Thr Ser 
315 

Val Ser Gly Leu 
330 

Glu Tyr Asp Tyr 
345 

Lys Leu He Glu 

Gly Tyr Glu Glu 
380 

Va 1 As n Lys Va 1 
395 

Ser Tyr He Gly 
410 

Glu Pro Tyr Arg 
425 

Arg Gin Asp Asn 

Gly Leu Leu Ser 
460 

Cys He Glu Gin 
475 

Gly Asp Thr Val 
490 

Ser Tyr Gin Gin 
505 

Gly Pro He Val 

Tyr He Ser Arg 
540 

Asn He Ser He 
555 

Ser Leu Glu Ala 
570 

Gly Ser Ala Ala 
585 

Leu Met Val Ser 



Thr Lys Glu Gly 

Gly Thr Phe Met 
160 

Gly Gly Arg Leu 
175 

Lys Arg Leu Gly 
190 

Arg Leu Leu Ala 
205 

Gly Asp His Asn 

Thr Leu Pro Gin 
240 

Lys Asp Leu He 
255 

Arg He Glu Gly 
270 

He Val Lys Phe 
285 

Glu Gly Leu Asn 

Met Pro Phe Asp 
320 

Glu Asn Ala He 
335 

Val His Gly Asn 
350 

Gly Leu Phe Leu 
365 

Ala Ala Ala Gin 

Leu Arg Arg Pro 
400 

Val Met Leu Asp 
415 

Met Phe Thr Ser 
430 

Ala Gly Met Arg 
445 

Ser Glu Arg Tyr 

Glu Lys Glu Arg 
480 

Val Pro Leu Thr 
495 

Leu Leu Thr Glu 
510 

Gly Ala Ser Leu 
525 

Gin Gin Thr Leu 

Pro Glu Asp He 
560 

Arg Glu Lys Leu 
575 

Arg He Ser Gly 
590 

Leu Lys Lys Asp 
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595 600 605 

Ala His 
610 

(2) INFORMATIONS POUR LA SEQ ID NO: 975: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 466 acides amines 

(B) TYPE: acide amine 

( D ) CONFIGURATION : 1 ineaire 

{ i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 93 6666 93 8063 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 975: 



Lys 


Pro 


Gin 


Pro 


Thr 


Gin 


Leu 


Leu 


Ser 


Leu 


Pro 


Asn 


Ser 


Lys 


Glu 


Ser 


1 








5 










10 










1 b 




Glu 


Met 


He 


Val 


Leu 1 


Gly 


Cys 


Met 


Leu 


Thr 


Ser 


Val 


Asn 


His 


Leu 


Asn 








20 










25 










3 0 






Leu 


Ala 


Ala 


Asn 


Leu 


Leu 


Gin 


Glu 


Asp 


Asp 


Phe 


Tyr 


Phe 


Leu 


Glu 


His 






35 










40 










45 








Arg 


lie 


He 


Phe 


Arg 


Val 


Leu 


Gin 


Asp 


Ala 


Pne 


Lys 


Ser 


Asp 


Arg 


Pro 




50 










55 










60 










Met 


Asp 


Pro 


His 


Leu 


Thr 


Gly 


Glu 


Glu 


Leu 


Lys 


Arg 


Arg 


Asp 


Gin 


Leu 


65 








70 










75 










80 


Asn 


He 


He 


Gly 


Gly 


Pro 


Ser 


Tyr 


Leu 


He 


Thr 


Leu 


Ser 


Glu 


Phe 


Ala 










85 










90 










9 5 




Gly 


Thr 


Ser 


Ala 


Tyr 


He 


Glu 


Glu 


Tyr 


Ala 


GlU 


He 


He 


Arg 


Ser 


Lys 






100 










105 










110 






Ser 


He 


Leu 


Arg 


Lys 


Met 


He 


Gin 


Ala 


Ala 


Lys 


Asp 


He 


GlU 


Lys 


Lys 






115 










120 










125 








Ala 


Ala 


Glu 


Glu 


Pro 


Arg 


Asp 


Val 


Thr 


Thr 


Ala 


Leu 


Asp 


Asp 


Ala 


Gin 




130 










135 










140 










Asn 


Leu 


Leu 


Phe 


Arg 


He 


Ser 


Gin 


Thr 


Thr 


Asn 


Leu 


Ala 


Pro 


Tyr 


Val 


145 










150 










155 










160 


Leu 


Val 


Ala 


Asp 


Lys 


Leu 


Lys 


Gly 


Val 


Ala 


Ser 


Ser 


Lys 


Asp 


Lys 


Ser 










165 










17 0 










175 




Phe 


Leu 


Leu 


Ala 


Leu 


Gin 


Glu 


Arg 


Gin 


Glu 


Ala 


Phe 


Gin 


Ala 


Ser 


Ala 








180 










185 










190 






His 


Asp 


Ser 


Ser 


Ser 


Pro 


Met 


Leu 


Ser 


Gly 


Phe 


Pro 


Thr 


His 


Phe 


Leu 






195 










200 










205 








Asp 


Leu 


Asp 


Arg 


Met 


He 


Ser 


Gly 


Phe 


Ser 


Pro 


Ser 


Asn 


Leu 


He 


He 




210 










215 










220 










Leu 


Ala 


Ala 


Arg 


Pro 


Ala 


Met 


Gly 


Lys 


Thr 


Ala 


Leu 


Ala 


Leu 


Asn 


He 


225 










230 










235 










240 


Val 


Glu 


Asn 


Phe 


Cys 


Phe 


Asp 


Ser 


Arg 


Leu 


Pro 


Val 


Gly 


He 


Phe 


Ser 










245 










.250 










255 




Leu 


Glu 


Met 


Thr 


Val 


Asp 


Gin 


Leu 


He 


His 


Arg 


He 


He 


Cys 


Ser 


Arg 








260 










265 










270 






Ser 


Glu 


Val 


Glu 


Ala 


Lys 


Lys 


He 


Ser 


Val 


Gly 


Asp 


He 


Ser 


Gly 


Arg 






275 










280 










285 








Asp 


Phe 


Gin 


Arg 


Val 


Val 


Ser 


Val 


Val 


Arg 


Glu 


Met 


Glu 


Glu 


His 


Thr 




290 










295 










300 










Leu 


Leu 


He 


Asp 


Asp 


Tyr 


Pro 


Gly 


Leu 


Lys 


He 


Thr 


Asp 


Leu 


Arg 


Ala 


305 










310 










315 










320 



Arg Ala Arg Arg Met 
325 

Asp Tyr Leu Gin Leu 
340 

Ser Arg Asn Gin Glu 
355 

Ala Arg Glu Leu Asn 
370 

Glu Val Glu Asp Arg 
385 

Glu Ser Gly Ser lie 
405 

Arg Arg Glu Tyr Tyr 
420 

lie Val Ala Lys Asn 
435 

Phe Glu Lys Asp Phe 

450 
Pro Gly 
465 



(2) INFORMATIONS POUR LA SEQ ID NO: 976: 

(i) C ARACTER I ST I QUE S DE LA SEQUENCE: 

(A) LONGUEUR: 187 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 93 853 8 93 9 0 9 8 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 97 6: 



Tyr 


Val 


Ser 


Leu 


Arg 


Trp 


Arg 


Leu 


Arg 


He 


Phe 


Lys 


Thr 


Ser 


Phe 


Arg 


1 








5 










10 










15 -. 




He 


Asn 


Val 


Met 


Arg 


Gin 


Phe 


Cys 


Asn 


Leu 


Leu 


Ser 


Leu 


Ser 


Arg 


Val 








20 










25 










30 






Trp 


Leu 


Ala 


Leu 


Leu 


Phe 


Cys 


Gin 


Glu 


Arg 


He 


He 


Thr 


Arg 


Leu 


Leu 




35 










40 










45 








Val 


He 


Phe 


Ala 


Ala 


Met 


Val 


Ser 


Asp 


Val 


Leu 


Asp 


Gly 


Tyr 


Leu 


Ala 




50 










55 










60 










Arg 


Arg 


Tyr 


Asn 


Ala 


Thr 


Ser 


Arg 


Leu 


Gly 


Ser 


He 


Leu 


Asp 


Pro 


Ala 


65 










70 










75 










80 


Thr 


Asp 


Lys 


He 


Phe 


Phe 


Leu 


He 


Cys 


Val 


Gly 


Val 


Leu 


Phe 


Trp 


Glu 








85 










90 










95 




Asn 


Ser 


Leu 


Gly 


Leu 


Thr 


His 


Leu 


Ala 


Leu 


He 


Phe 


Ser 


Arg 


Asp 


He 








100 










105 










110 






Phe 


Leu 


Val 


Phe 


Phe 


Gly 


Phe 


Tyr 


Leu 


Ser 


Trp 


Val 


Arg 


Gly 


Trp 


Lys 






115 










120 










125 








Gly 


Tyr 


Asp 


Tyr 


Arg 


Ala 


Leu 


Ser 


Phe 


Gly 


Lys 


Phe 


Phe 


Thr 


Val 


Val 




130 










135 










140 










Gin 


Phe 


Phe 


He 


Leu 


Phe 


Gly 


Val 


Thr 


He 


Gly 


Met 


Glu 


He 


Pro 


Val 


145 










150 










155 










160 


Leu 


Trp 


Leu 


Ala 


Pro 


Leu 


Val 


He 


Leu 


Gly 


Ala 


Leu 


Tyr 


Phe 


Leu 


Glu 










165 










170 










17 5 




Arg 


Val 


Leu 


Asp 


Tyr 


Arg 


Arg 


His 


Cys 


Leu 


Glu 
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Lys Glu Ser Tyr Asp He Gin Phe Leu Val He 

330 335 
He Ser Ser Ser Gly Asn Leu Arg Asn Ser Asp 

345 350 
He Ser Xaa He Ser Arg Met Leu Xaa Asn Leu 

360 365 
He Pro He Leu Cys Xaa Ser Gin Leu Ser Arg 

375 380 
Ala Asn His Arg Pro Leu Met Ser Asp Leu Arg 
390 395 . 400 

Glu Gin Asp Ala Asp Gin He Met Phe Leu Leu 

410 415 
Asp Pro Asn Asp Lys Pro Gly Thr Ala Glu Leu 

425 430 
Arg His Gly Ser He Gly Ser He Gin Leu Val 

440 445 
Ala Arg Phe Arg Asn Tyr Ala Gly Cys Glu Phe 
455 460 



1663 



180 185 



(2) INFORMATIONS POUR LA SEQ ID NO: 977: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 53 5 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 93 93 2 9 94 0 9 3 3 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 977: 



Asn 


Pro 


Phe 


Arg 


Ser 


Ser 


Gly 


Asp 


Xaa 


Phe 


Phe 


Pro 


He 


Tyr 


Arg 


Ser 


1 








5 










10 










15 




Glu 


Phe 


Ser 


Lys 


Phe 


He 


Pro 


Leu 


Phe 


Phe 


Leu 


Ala 


Phe 


Phe 


Val 


Gly 








20 










25 










30 






Val 


Asn 


Tyr 


Ala 


Leu 


Leu 


Lys 


Thr 


Thr 


Lys 


Asp 


Ser 


Leu 


Val 


Leu 


Val 






35 










40 










45 








Gly 


Ser 


Arg 


Ala 


Gly 


Ala 


Glu 


Val 


He 


Pro 


Phe 


Leu 


Lys 


Val 


Trp 


Gly 




50 










55 










60 










lie 


Val 


Pro 


Gly 


Ala 


Val 


He 


Val 


Thr 


Met 


lie 


Tyr 


Gly 


Trp 


Met 


Ser 


65 










70 










75 










80 


Arg 


Arg 


Tyr 


Ser 


Arg 


Gly 


Thr 


Val 


Phe 


He 


Ser 


Leu 


Val 


Gly 


Gly 


Phe 










85 










90 










95 




Leu 


Gly 


Phe 


Phe 


Ala 


Leu 


Phe 


Ala 


Thr 


Val 


He 


Tyr 


Pro 


He 


Gly 


Asp 








100 










105 










110 






Ala 


Leu 


His 


Leu 


Asn 


Lys 


Leu 


Ala 


Ala 


Lys 


Leu 


Gin 


Ser 


He 


Leu 


Pro 






115 










120 










125 








Pro 


Gly 


Gly 


Arg 


Gly 


Phe 


Val 


Val 


Met 


Val 


Gin 


Tyr 


Trp 


Ser 


Tyr 


Ser 




130 










135 










140 










Leu 


Tyr 


Tyr 


Val 


Met 


Ser 


Glu 


Leu 


Trp 


Ser 


Ser 


Val 


Val 


Leu 


Ser 


Thr 


145 










150 










155 










160 


Leu 


Phe 


Trp 


Gly 


Val 


Ala 


Asn 


His 


He 


Thr 


Ser 


Val 


Arg 


Glu 


Ala 


Gly 










165 










170 










175 




Arg 


Phe 


Tyr 


Ala 


Leu 


He 


Asn 


Thr 


Gly 


Leu 


Asn 


Leu 


Ser 


Ser 


Val 


Phe 








180 










185 










190 






Ala 


Gly 


Glu 


Val 


Ser 


Leu 


Trp 


Leu 


Gly 


Arg 


Ser 


Pro 


Val 


He 


Ala 


Phe 






195 










200 










205 








Pro 


Met 


Ala 


Val 


Asp 


Pro 


Trp 


His 


Glu 


Met 


Leu 


Leu 


Asn 


He 


Thr 


Leu 




210 










215 










220 










Leu 


He 


Val 


Leu 


Ala 


Gly 


Gly 


Val 


He 


Leu 


Tyr 


Leu 


Tyr 


Gin 


Lys 


Leu 


225 










230 










235 










240 


Asp 


Arg 


Leu 


Met 


Asp 


Glu 


Thr 


Ser 


Met 


Leu 


Glu 


Glu 


Gly 


Leu 


Ala 


Ala 










245 










250 










255 




Glu 


Met 


Ser 


Val 


Ala 


Gin 


Leu 


Lys 


Lys 


Glu 


Lys 


Lys 


Arg 


Ser 


Lys 


Ala 








260 










265 










270 






Lys 


Ala 


Lys 


Ser 


Leu 


Phe 


Ala 


Leu 


Leu 


Leu 


Arg 


Ser 


Arg 


Tyr 


Leu 


Leu 






275 










280 










285 








Gly 


He 


Ala 


Val 


Val 


Val 


Leu 


Ser 


Tyr 


Asn 


Leu 


Val 


He 


His 


Leu 


Phe 




290 










295 










300 










Glu 


Val 


Val 


Trp 


Lys 


Asp 


Gin 


Val 


Cys 


Arg 


He 


Tyr 


Ala 


Ser 


Arg 


Val 


305 










310 










315 










320 


Glu 


Phe 


Asn 


Ser 


Tyr 


Met 


Ser 


Arg 


He 


Thr 


Thr 


Leu 


Thr 


Gly 


He 


Val 










325 










330 










335 
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Ser 


Aia 


Leu 


Aia 
a n 


\s JLy 


Tip 
X X tr 


Phe 


Ala 


Ala 
345 


Gly 


Gin 


Thr 


He 


Arg 
350 


Arg 


TrD 


p 1 t r 


Trp 


Tnr 


va jl 




Ala 


Leu 


Val 


Pro 


Pro 


Leu 


Thr 


He 


Leu 


He 


Thr 


355 










360 










365 








Gly 


Aia 


Leu 


Jr 11 6 


ir 1 1 tr 


C 1 \r 
\j xy 


Ala 


Tip 
lie 


j.y x 


Ala 


Val 


Lys 


Glv 


Asp 


Ala 


Met 


t 7 n 










375 










380 










lie 


pne 


Cjiy 


c?iy 


lie 


Xjc=UL 


o j.y 


Tip 


Cor 


Pro 


Leu 


Val 


Leu 


Thr 


Ala 


Tro 


*5 O C 

Job 










J 3 U 










3 95 










400 


Leu 


Gly 


Cjiy 


vai 


Pin 
bill 


Asn 


V d X 


tr l it; 


Cor 


Arg 


Ala 


He 


Lys 


Phe 


Thr 


Tvr 

a 








41 U D 










*± X w 










415 




Phe 


Asp 


p T « 

Gin 


Thr 


Lys 


blU 


net. 


AJLcl 




Tip 


Pro 


Leu 


Glu 


Asp 


Asp 


Glu 






/inn 
4fc U 










f± ^ J 










43 0 






Lys 


Asn 


Tyr 
435 


P 1 t. r 

uiy 


Lys 


Aia 


Axa 


X JLc 

440 


Asp 


vjxy 


Val 


He 


s er 
445 


Arg 


Val 


Glv 


Lys 


Ser 




ij j.y 


S er 


1_» fci U. 


Val 


xy x 


Gin 


Glv 
^xy 


Leu 


Leu 


He 


He 


Phe 


Ser 


44 D U 










455 










460 










Ser 


Val 


Ala 


Ala 


Ser 


Leu 


Asn 


Ala 


He 


Thr 


lie 


Val 


Leu 


Leu 


Leu 


Ala 


465 










470 










475 










480 


Leu 


Gly 


Ser 


Trp 


He 


Phe 


Val 


He 


Ala 


Trp 


Leu 


Gly 


Arg 


Glu 


Tyr 


Thr 








485 










490 










495 




Ala 


Lys 


Thr 


Glu 


Thr 


Leu 


Val 


Arg 


Val 


Asn 


Ala 


Ser 


Glu 


Glu 


Asp 


Val 






500 










505 










510 






Leu 


Gin 


Glu 
515 


Glu 


Arg 


Glu 


Ala 


Ser 
520 


Ser 


Leu 


Val 


Asp 


Ala 
525 


Glu 


Ser 


Arg 


Glu 


Glu 


Pro 


Ala 


Thr 


Thr 


Leu 





















530 535 



(2) INFORMATIONS POUR LA SEQ ID NO: 97 8: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 331 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(Viii) POSITION DANS LE GENOME: 94107 6 942068 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 978: 



Met 


Lys 


Asn 


Phe 


Phe 


Arg 


Phe 


Leu 


Leu 


Lys 


Gly 


Phe 


Leu 


Ser 


Ala 


Cys 


1 






5 










10 










15 




Gly 


Leu 


Phe 


Leu 


Gly 


Val 


He 


Gly 


Ala 


Ala 


Gly 


Phe 


He 


Phe 


Val 


Leu 






20 










25 










30 






Ser 


Ala 


Ser 


Val 


Leu 


Gly 


Ala 


Gly 


Asp 


Gly 


Val 


Leu 


Phe 


Val 


Asn 


Phe 






35 










40 










45 








Pro 


Asn 


Ala 


Gin 


Gly 


Val 


Val 


Gin 


Glu 


Leu 


Gly 


Lys 


Thr 


Ala 


Pro 


He 




50 










55 










60 










He 


Ala 


Val 


He 


Asp 


He 


Asn 


Asp 


Ala 


He 


He 


Ala 


Ser 


Ser 


Gly 


Ala 


65 










70 










75 










80 


Ala 


Lys 


Arg 


Leu 


Gin 


Ser 


Ala 


Leu 


Gin 


Pro 


Leu 


Asn 


Glu 


Ala 


Pro 


Tyr 








85 










90 










95 




Lys 


Gly 


Arg 


Val 


Lys 


Gly 


He 


Leu 


Val 


Lys 


He 


Asp 


Cys 


Pro 


Gly 


Gly 








100 










105 










110 






Glu 


Val 


Phe 


Glu 


He 


Asp 


Arg 


Met 


Cys 


Ala 


Thr 


Leu 


Ser 


Phe 


Trp 


Lys 






115 










120 










125 








Lys 


Gin 


Trp 


Gly 


He 


Pro 


Val 


His 


Val 


Phe 


Val 


Ser 


Gly 


Leu 


Cys 


Ala 
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130 










135 










140 










Ser 


Gly 


Gly 


Tyr 


Tyr 


Val 


Ala 


Cys 


He 


Ala 


Asp 


Lys 


He 


Gly 


Thr 


Thr 


145 










150 










155 










160 


Ser 


Ser 


Ser 


Leu 


He 


Gly 


Ser 


He 


Gly 


Val 


Arg 


Ser 


Gly 


Pro 


Tyr 


Phe 










165 










170 










17 5 




Asn 


Val 


Lys 


Glu 


Gly 


Leu 


Gin 


Arg 


His 


Gly 


Val 


Glu 


Thr 


Ala 


He 


Leu 






180 










185 










190 






Thr 


Ala 


Gly 


Asp 


Asp 


Lys 


Ala 


Pro 


Leu 


Asn 


Pro 


Phe 


Ser 


Ser 


Trp 


Thr 






195 










200 










205 








Glu 


Glu 


Glu 


Tyr 


Ala 


Glu 


Arg 


Gin 


Gly 


He 


Val 


Asp 


Ala 


Phe 


Tyr 


Glu 




210 








215 










220 








Glu 


Gin 


Phe 


Val 


Asp 


His 


Val 


Val 


Lys 


Tyr 


Arg 


Ser 


Lys 


Leu 


Ser 


Lys 


225 








230 










235 










240 


Lys 


Leu 


Thr 


Lys 


Val 


Leu 


Gly 


Ala 


Arg 


Val 


Phe 


He 


Ala 


Lys 


Gin 


TV 1 

Ala 








245 










ZjU 










255 




Leu 


Glu 


Glu 


Gly 


Leu 


Val 


Asp 


Ala 


He 


Asn 


Gin 


Thr 


Gin 


Glu 


Gin 


Ala 








260 










265 










270 






Leu 


Glu 


Glu 


Leu 


Ala 


Glu 


Ala 


Cys 


Gly 


He 


Lys 


Asp 


Asn 


Tyr 


Arg 


Val 






275 










280 










285 








lie 


Gly 


Leu 


Gly 


Ser 


Gly 


His 


Phe 


Leu 


Lys 


Arg 


Phe 


Ser 


Ser 


Tyr 


Leu 




290 










295 










300 










Ser 


Asn 


Ser 


Pro 


Leu 


Val 


Thr 


Gly 


Lys 


Leu 


Gin 


Val 


Thr 


Ala 


Leu 


Pro 


305 










310 










315 










320 


Asp 


Gin 


Gin 


Gin 


Lys 


Ser 


Leu 


Trp 


Tyr 


Met 


Gly 













325 330 



(2) INFORMATIONS POUR LA SEQ ID NO: 979: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR-: 866 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 942088 944 685 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 979: 



Met 


Lys 


Lys 


Leu 


Phe 


Val 


Leu 


Asp 


Val 


Ser 


Gly 


Phe 


Val 


Phe 


Arg 


Ala 


1 




5 










10 










15 




Tyr 


Phe 


Ala 


Leu 


Pro 


Glu 


Met 


Arg 


Gly 


Pro 


Asn 


Gly 


Glu 


Ser 


Thr 


Gin 






20 










25 










30 






Xaa 


Val 


Phe 


Gly 


Phe 


He 


Arg 


Ser 


Leu 


Asp 


Lys 


Leu 


He 


Lys 


Asp 


Leu 






35 








40 










45 






Gin 


Ser 


Pro 


Glu 


Tyr 


Val 


Val 


Ala 


Val 


Phe 


Asp 


Gly 


Pro 


Asn 


Asn 


Lys 




50 








55 










60 








Gin 


Ser 


Arg 


Gin 


Glu 


Leu 


Tyr 


Ala 


Asp 


Tyr 


Lys 


Ser 


Asn 


Arg 


Asp 


Arg 


65 








70 










75 










80 


Leu 


Glu 


Asp 


Leu 


Pro 


Glu 


Gin 


He 


Arg 


Leu 


Val 


Lys 


Gin 


Tyr 


Cys 


Glu 








85 










90 










95 




Leu 


Leu 


Gly 


He 


Ser 


Cys 


Leu 


Glu 


Glu 


Lys 


Gly 


Val 


Glu 


Ala 


Asp 


Asp 






100 










105 










110 






Val 


He 


Ala 
115 


Ser 


He 


Thr 


Lys 


Lys 
120 


Ala 


Val 


Ala 


Asp 


Gly 
125 


Phe 


Glu 


Val 


Cys 


He 


Cys 


Thr 


Ala 


Asp 


Lys 


Asp 


Leu 


Leu 


Gin 


Leu 


Val 


Ser 


Ser 


Arg 


130 










135 










140 
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Val Ser Val Phe Asn Pro Trp Lys Glu Gin Glu lie Gin Tyr Asn Glu 
145 150 155 160 

Val Leu Leu Gin Phe Gly Val Pro Pro Glu Gin lie Ala Asp Tyr Leu 

165 170 175 

Ala Leu Val Gly Asp Ser Ser Asp Asn lie Pro Gly Val Ser Gly Cys 

180 185 190 

Gly Pro Lys Lys Ala Gin Ala Leu Leu Lys Glu Phe Gin Ser Val Glu 

195 200 205 

Glu Leu Val Ala Asn Thr Glu Arg Leu Ser Gly Lys Thr Lys Gin Met 

210 215 220 

lie Glu Asp Gin Lys Glu Thr Leu Leu Leu Ser Lys Arg Leu Ala Thr 
225 230 235 240 

Leu His Met Asp Leu Ala Phe Pro Leu Thr Thr Glu Glu Phe Ala Phe 

245 250 255 

Ser Pro Gin Ala lie Asp Ser Ala Gin Leu Asn Thr Phe Tyr Leu Gin 

260 265 270 

His Gly Phe Lys Ala Leu Val Lys His Ser Glu Thr Ala Thr Ser Ser 

275 280 285 

lie Ala Val Gin Thr Val Thr Asp Pro Val Thr Leu Lys Thr Val Leu 

290 295 300 

Glu Gin Leu Lys Gly Gly Glu Val Gly Tyr Cys Ala Ala Tyr Thr Gly 
305 310 315 320 

Glu His Leu Pro Ser Leu Gin Leu His Gly Val Ala Leu Ala Gly Ala 

325 330 335 

Asn Gin Val Phe Tyr lie Glu Val Ser Gly Val Gin Glu lie Ala Leu 

340 345 350 

Leu Lys Asp Phe Phe Ala Asp Lys Ala Thr Gin Phe Phe Gly Tyr Arg 

355 360 365 

Ser Lys Arg Asp Asn His Ala Leu Arg Asn Ser Gly lie Asp Val His 

370 375 380 

Val Thr Ala Asp Leu Val Leu Ala Glu His Leu Val Ser Gly Gly Ala 
385 390 395 400 

Lys lie Ser Phe Gin Thr Leu Leu Met Glu Ser Gly His He Gin Glu 

405 410 415 

Ala Val Phe Phe Ser Lys Glu Trp Gly Ala Gly Ser Leu Pro Val Gin 

420 425 430 

Ser Leu Pro Arg Asp Pro Ala Gin Tyr Phe Gly Met Phe Ala Ser Lys 

435 440 445 

Leu Leu Ala He Lys Asn Tyr Leu Phe Val Lys Leu Glu Glu Lys Gly 

450 455 460 

Leu Lys Asp He Phe Glu Thr Val Glu Gin Pro Leu Glu Ala Val Leu 
465 470 475 480 

Phe Ala Met Glu Cys Val Gly Met Pro Leu Asp Ser Gin Gly Leu Ala 

485 _ 490 495 

Val Leu Asp Arg Asp Leu Thr Lys Glu Leu Glu Glu Cys Ser Gin Glu 

500 505 510 

He Tyr Asp Leu Thr Gly Cys Glu Phe Asn He Lys Ser Pro Lys Gin 

515 520 525 

Leu Ser Asp He Leu Tyr Gin Arg Leu Gly He Glu Pro Val Asp Lys 

530 535 540 

Ala Lys Ser Thr Lys Ala Glu Val Leu Glu Ala Leu Glu Asp Arg His 
545 550 555 560 

Glu He He Pro Lys He Leu Met Phe Arg Ala Thr Glu Lys Met Leu 

565 570 575 

Ser Thr Tyr Val Arg Ala Leu Pro Lys Gin He Asn Ala Gly Thr Gin 

580 585 590 

Arg He His Pro Thr Phe Asn Gin Val Gly Thr Val Thr Gly Arg Leu 

595 600 605 

Ser Cys Gin Asp Pro Asn Leu Gin Asn He Pro Val Arg Ser Glu Arg 
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610 

Gly Arg Ser Leu 
625 

Phe Leu Ala Ala 

Leu Ser Gin Asp 
660 

lie His Ala Phe 
675 

Val Thr Lys Gin 
690 

Val Tyr Gly Gin 
705 

Val Ser Glu Ala 

Leu Ala Ala Glu 
740 

Gin Lys Val Thr 
755 

Glu Ser Ser Pro 
770 

Thr Arg lie Gin 
785 

Asn lie Ser Asp 

Leu Gin lie His 
820 

Glu Glu Met Arg 
835 

Leu Ser Val Pro 

850 
Glu Cys 
865 



615 

Arg Glu Ala Phe 
630 

Asp Tyr Ser Gin 
645 

Glu Thr Leu Lys 

Thr Ala Ser Gin 
680 

Glu Arg Tyr Gin 
695 

Gin Ala Tyr Gly 
710 

Gin Gly Leu Met 
725 

Phe lie Thr Gin 

Thr Met Leu Gly 
760 

Gly Ala Arg Ala 
775 

Gly Ser Ala Ala 
790 

Glu Met Arg Ser 
805 

Asp Glu Leu Leu 

Ser Leu Val Gin 
840 

Leu Val Val Asn 
855 



620 

Arg Val Lys Lys 
635 

lie Glu Leu Arg 
650 

Arg Ala Phe Asn 
665 

Val Phe Asn Val 

Ala Lys Ala Val 
700 

Leu Ser Lys lie 
715 

Asp Ala Tyr Phe 
730 

Thr lie Glu Gin 
745 

Arg Glu Arg lie 

Ala Ser Gly Arg 
780 

Glu Leu lie Lys 
795 

Arg Gly Leu Lys 
810 

Phe Glu Val Pro 
825 

Glu Lys Met Glu 

Val Leu lie Gly 
860 



Asp Asn Asp Tyr 
640 

Phe Leu Ala His 
655 

Ser Gly Glu Asp 
670 

Pro Leu Glu Gin 
685 

Asn Phe Gly Leu 

Leu Lys lie Ser 
720 

Ala Arg Tyr Pro 
735 

Ala Ser Lys Asn 
750 

Leu Ser Asp Trp 
765 

Leu Ala Val Asn 

Leu Ala Met Leu 
800 

Ser Arg Leu Leu 
815 

Ala Glu Glu Leu 
830 

Ser Ala Met Glu 
845 

Lys Asn Trp Ala 



(2) INFORMATIONS POUR LA SEQ ID NO: 9 80: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 218 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 944 634.-945287 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 980: 

Val Cys Ser Phe Ser Cys Glu Cys Leu Asn Trp Lys Lys Leu Gly Gly 

1 5 10 15 

Met Leu Asp Leu Leu Lys He Ser Val Thr Gly Asp Pro Ser Ser Gly 

20 25 30 

Lys Thr Glu Ala Cys Gin Val Phe Glu Asp Leu Gly Ala Tyr Val He 

35 40 45 

Ser Ala Asp Lys Val Ser His Ser Phe Leu Val Pro Tyr Thr Ser Val 

50 55 60 

Gly Gin Arg He He Asp Leu Leu Gly Pro Glu He He He Glu Asn 
65 70 75 80 
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Thr Leu Ser Arg Lys Ala lie Ala Glu Lys Val Phe Gly Asn Arg Asp 

85 90 95 

Leu Leu Leu Ser Leu Glu Glu lie Leu His Pro Glu Val Cys Arg Phe 

100 105 110 

Val Glu Glu Lys Tyr Ala His Val Val Gin Glu Gin Lys Tyr Pro Leu 

115 120 125 

Phe lie Val Glu Phe Pro Leu Leu Tyr Glu lie Gin Tyr Ala Asp Trp 

130 135 140 

Phe Asp Gin Val lie Leu lie Ser Ala Asp Thr Gly lie Arg Lys Glu 
145 150 155 160 

Arg Phe Leu Lys Lys Thr Gly Gly Ser Asp Thr Ser Phe Asp Leu Arg 

165 170 175 

Cys Ala Arg Phe Ser Ser Leu Glu Glu Lys lie Leu Arg Ala Asp Val 

180 185 190 

Val lie Glu Asn Asn Gly Thr Lys Glu Glu Phe Arg Arg Lys Val Lys 

195 200 205 

Gin Cys Phe Lys Ala Leu Lys Gly Thr lie 
210 215 



(2) INFORMATIONS POUR LA SEQ ID NO: 981: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 87 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 945434 946294 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 981: 



Lys lie Ala Lys 
1 

Ala Arg Gin Tyr 
20 

Val Val Phe Glu 
35 

Leu lie Gly Glu 
50 

Leu Arg Ser Pro 
65 

Val Ser Pro Ala 

lie Val Gly Thr 
100 

Leu Leu Lys Val 
11-5 

Glu Arg Val Leu 
130 

Leu lie Met Glu 
145 

Leu Thr Ala Pro 

Pro Arg Ser Gly 
180 

Ala Val Asn Asn 



Leu Gin Arg Met 
5 

Gly Val Lys Asn 

lie Val Lys Ala 
40 

Gly Val Leu Glu 
55 

Thr Tyr Asn Tyr 
70 

Gin lie Arg Arg 
85 

lie Arg Ser Pro 

Asp Lys lie Asn 
120 

Phe Glu Asn Leu 
135 

lie Gly Lys Glu 
150 

lie Gly Lys Gly 
165 

Lys Thr Val lie 
Pro Asp Ala Glu 



Gly lie Asn Glu 
10 

Val Gly Ser Leu 
25 

Lys Ser Glu Arg 

Val Leu Pro Asp 
60 

Leu Pro Ser Ala 
75 

Phe Asp Leu Lys 
90 

Lys Glu Lys Glu 
105 

Gly Ser Thr Pro 

Thr Pro Leu His 
140 

Asn Leu Ala Glu 
155 

Gin Arg Gly Leu 
170 

Leu Gin Ser lie 
185 

Leu lie Val Leu 



Leu Asn Val Leu 
15 

Thr Lys Ser Gin 
30 

Pro Asp Glu Phe 
45 

Gly Phe Gly Phe 

Glu Asp lie Tyr 
80 

Lys Gly Asp Thr 
95 

Lys Tyr Phe Ala 
110 

Asp Lys Ala Lys 
125 

Pro Asn Glu Arg 

Arg Val Leu Asp 
160 

lie Val Ala Pro 
175 

Ala His Ala lie 
190 

Leu lie Asp Glu 
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195 










200 










205 






vax 


Arg 


Pro 


Glu 


Glu 


Val 


Thr 


Asp 


Met 


He 


Arg 


Gin 


Val 


Arg 


Gly 


r* 1 n 
blU 


210 










215 










220 






Val 


Thr 


Val 


Ala 


Ser 


Thr 


Phe 


Asp 


Glu 


Gin 


Pro 


Asp 


Arg 


His 


He 


Gin 


225 










230 










235 










240 


Glu 


Met 


Val 


He 


Glu 
245 


Lys 


Ala 


Arg 


Arg 


Leu 
250 


Val 


Glu 


His 


Gly 


Lys 
255 


Asp 


Val 


Val 


He 


Leu 


Leu 


Asp 


Ser 


He 


Thr 


Arg 


Leu 


Ala 


Arg 


Ala 


Tyr 


Asn 






260 










265 










270 






Thr 


Val 


Gin 
275 


Pro 


His 


Ser 


Gly 


Lys 
280 


He 


Leu 


Thr 


Gly 


Gly 
285 


Val 


Asp 





(2) INFORMATIONS POUR LA SEQ ID NO: 982: 

( i ) CARACTERI STIQUES . DE LA SEQUENCE : 

(A) LONGUEUR: 128 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 94 62 93.-946 67 6 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 982: 



Thr 


Ser 


Ala 


Leu 


His 


Lys 


Pro 


Lys 


Arg 


Phe 


Phe 


Gly 


Ala 


Ala 


Arg 


Asn 


1 








5 










10 










15 




He 


Glu 


Gly 


Gly 


Gly 


Ser 


Leu 


Thr 


He 


Leu 


Ala 


Thr 


Ala 


Leu 


He 


Asp 






20 










25 










30 






Thr 


Gly 


Ser 


Arg 


Met 


Asp 


Glu 


Val 


He 


Phe 


Glu 


Glu 


Phe 


Lys 


Gly 


Thr 




35 










40 










45 






He 


Gly 


Asn 


Met 


Glu 


Leu 


Val 


Leu 


Asp 


Arg 


His 


Leu 


Ser 


Asp 


Arg 


Arg 


50 










55 










60 






Glu 




Tyr 


Pro 


Ala 


He 


Asp 


Leu 


He 


Lys 


Ser 


Gly 


Thr 


Arg 


Lys 


Glu 


Leu 


65 










70 










75 










80 


Leu 


Tyr 


His 


Pro 


Gly 


Glu 


Leu 


Glu 


Lys 


Val 


Arg 


Leu 


Phe 


Arg 


Gin 


Ala 








85 










90 










95 




He 


Ala 


Gly 


Leu 


Thr 


Ala 


He 


Asp 


Ala 


Met 


His 


Leu 


Leu 


Leu 


Gly 


Arg 






100 










105 










110 






Leu 


Lys 


Lys 


Thr 


Asn 


Ser 


Asn 


Thr 


Glu 


Phe 


Leu 


Leu 


Ser 


Leu 


Lys 


Asp 




115 










120 










125 









(2) INFORMATIONS POUR LA SEQ ID NO: 983: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 450 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 947105 948454 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 983: 
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Asn Tyr Phe Leu 
1 

Glu Glu Gin lie 
20 

Gly Val lie Val 
35 

Thr Cys Trp Arg 
50 

Leu lie Asp Val 
65 

lie Phe Val lie 

Phe Lys Thr Tyr 
100 

Leu Val Pro Glu 
115 

Ala Asp Ala lie 
130 

Glu Tyr Phe Leu 
145 

Arg Ser lie Val 

Ala Ser Gin Pro 
180 

Lys Val Asp Asp 
195 

Ser Glu Glu lie 
210 

Lys Phe Gly Leu 
225 

lie Tyr Leu Phe 

Thr Gly Asp Asp 
260 

Gly Lys Thr Val 
275 

Thr lie Glu Ser 
290 

Ser His Asn lie 
305 

Tyr Ser Lys Asn 

lie Ser Ser Ser 
340 

Val Ser Asn Ser 
355 

Val Phe Asp Arg 
370 

Ser Phe Pro Leu 
385 

lie Asp Glu Asn 

Gin Gly His Lys 
420 

Asp Gly lie lie 
435 

Val Phe 
450 



Trp Trp Arg Gly 
5 

Asn Arg Lys Arg 

Leu Cys Gly Gly 
40 

Cys Lys Pro Thr 
55 

Pro lie Ser His 
70 

Gly Gin Tyr Leu 
85 

Phe Tyr His Gly 

Arg Arg Asp Gly 
120 

Arg Gin Asn Leu 
135 

lie Leu Ser Gly 
150 

Asp Tyr Ala lie 
165 

Val Ser Asp Lys 

Glu Ser Lys Leu 
200 

Leu Lys His Phe 
215 

Asp Pro Gin His 
230 

Arg Lys Asp Cys 
245 

Phe Gly Lys Glu 

Ala Tyr Leu Tyr 
280 

Tyr Tyr Glu Ala 
295 

Arg Gly Phe Asn 
310 

Asn His Leu Pro 
325 

Leu Leu Cys Glu 

Val Val Gly Val 
360 

Ser lie Met Met 
375 

Gly lie Gly Lys 
390 

Cys Cys lie Gly 
405 

Asp Tyr Asp Ser 

lie Val Pro Arg 
440 



Gin Met Ala Gly 
10 

Ser His Phe Tyr 
25 

Glu Gly Lys Arg 

Val Ser Phe Gly 
60 

Ala Phe Ala Ser 
75 

Thr Tyr Thr Leu 
90 

Val Met Gin Asp 
105 

Ser Gin Val Trp 

Leu Tyr Leu Gin 
140 

Asp Gin Leu Tyr 
155 

Asp Ala Gin Ala 
170 

Asp Val Ser Arg 
185 

lie Asp Phe Tyr 

Arg Leu Ser Asn 
220 

Gly Asn Phe Leu 
235 

Leu Phe Gin Leu 
250 

Leu lie His Arg 
265 

Asp Gly Tyr Trp 

Asn Met Ala Leu 
300 

Cys Tyr Asp Asp 
315 

Gly Ala He He 
330 

Gly Ala Met He 
345 

Arg Gly Val He 

Gly Ser Asp Ser 
380 

Asn Cys Glu He 
395 

Asn Gly Val Arg 
410 

Pro Asp Gly Lys 
425 

Gly Thr Gin He 



Arg Arg Thr Lys 
15 

Arg Asp Asn Val 
30 

Leu Ser Pro Leu 
45 

Gly Arg Tyr Lys 

Glu Phe Ser Lys 
80 

Gin Gin His Leu 
95 

Gin He His Leu 
110 

Tyr Gin Gly Thr 
125 

Asp Ser Arg Val 

Asn Met Asp Phe 
160 

Asp Met Val He 
175 

Phe Gly Val Leu 
190 

Glu Lys Pro Gin 
205 

Thr Ala Met Lys 

Gly Ser Met Gly 
240 

Leu Leu Glu Glu 
255 

Gin Met His Arg 
270 

Thr Asp He Gly 
285 

Thr Gin Arg. Pro 

Gly Gly He He 
320 

Ser Asp Ser Arg 
335 

Glu Ser Gly Gin 
350 

Gly Gin Gly Ser 
365 

Tyr Gly Ser Glu 

His Lys Thr He 
400 

Leu Gin Asn Leu 
415 

Leu Val Val Arg 
430 

Pro Asp Asn Tyr 
445 
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(2) INFORMATIONS POUR LA SEQ ID NO : 9 84: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 2 52 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 948522.-949277 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 984: 



Phe 


Phe 


Tyr 


Gin 


Ala 


Arg 


Gly 


Phe 


Met 


Arg 


He 


Phe 


Ala 


Leu 


Ala 


Asp 


1 








5 










10 










15 




Leu 


His 


Leu 


Ser 


Leu 


Gly 


Val 


Pro 


Glu 


Lys 


Thr 


Met 


Glu 


Val 


Phe 


Gly 








20 










25 










30 






Glu 


Pro 


Trp 


Val 


Gly 


Tyr 


His 


Gin 


Lys 


He 


Glu 


Lys 


His 


Trp 


Arg 


Asp 






35 










40 










45 








lie 


Val 


Ser 


Ser 


Asp 


Asp 


He 


Val 


Cys 


Leu 


Pro 


Gly 


Asp 


He 


Ser 


Trp 




50 










55 










60 










Ala 


Met 


Arg 


Leu 


Glu 


Glu 


Ala 


Gin 


Val 


Asp 


Phe 


Arg 


Phe 


Leu 


Gly Ala 


65 










70 










75 










80 


Leu 


Pro 


Gly 


He 


Lys 


Tyr 


Met 


He 


Arg 


Gly 


Asn 


His 


Asp 


Tyr 


Trp 


Ser 










85 










90 










95 




Ser 


Ala 


Ser 


Ser 


Ala 


Lys 


Leu 


Ala 


Asn 


Val 


Leu 


Pro 


Glu 


Thr 


Leu 


His 








100 










105 










110 






Tyr 


Leu 


Ser 


Lys 


Gly 


Tyr 


Val 


Leu 


Leu 


Asn 


Ala 


His 


Gin 


Ala 


He 


Val 






115 










120 










125 








Gly 


Val 


Arg 


Leu 


Trp 


Asp 


Ser 


Ser 


Asp 


He 


Cys 


Leu 


His 


Trp 


Glu 


Thr 




130 










135 










140 










Gin 


His 


Asp 


Gly 


Pro 


Gin 


Arg 


Val 


Leu 


Thr 


Glu 


Gin 


Asp 


Asp 


Lys 


He 


145 










150 










155 










160 


Phe 


Leu 


Arg 


Glu 


Tyr 


Gly 


Arg 


Leu 


Glu 


Arg 


Ala 


Leu 


Lys 


Glu 


Leu 


Pro 










165 










170 










175 




Ala 


Ser 


Val 


Glu 


Asp 


Val 


Leu 


Val 


Met 


Thr 


His 


Tyr 


Pro 


Pro 


Val 


Ser 








180 










185 










190 






Asn 


Asp 


Gly 


Thr 


Pro 


Gly 


Arg 


Val 


Ser 


Asn 


Leu 


Leu 


Glu 


Met 


Asp 


Gly 






195 










200 










205 








Arg 


Val 


Ser 


Arg 


Cys 


Leu 


Phe 


Gly 


His 


Leu 


His 


Lys 


Val 


Pro 


Arg 


Pro 




210 










215 










220 










Phe 


Pro 


Gly 


Phe 


Gly 


Asn 


lie 


Arg 


Gly 


He 


Glu 


Tyr 


Thr 


Leu 


Val 


Ala 


225 










230 










235 










240 


Ala 


Asp 


Tyr 


Val 


Asp 


Phe 


He 


Pro 


Gin 


Val 


Val 


ser 











245 250 



(2) INFORMATIONS POUR LA SEQ ID NO: 985: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 106 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: 94 9277 94 9 594 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 985: 



Leu 


Lys 


He 


Leu 


Ser 


Gly 


Lys 


Phe 


Lys 


Gly 


Lys 


Ser 


Leu 


Lys 


Thr 


Phe 


1 








5 










10 










15 




Ser 


Asn 


Pro 


Ser 


Val 


Arg 


Pro 


Thr 


Cys 


Gly 


Val 


Val 


Lys 


Glu 


Ala 


Val 








20 










25 










30 






Phe 


Asn 


He 


Cys 


Ala 


Asn 


His 


He 


Val 


Gly 


Ala 


Arg 


Phe 


Leu 


Asp 


Leu 






35 










40 










45 








Phe 


Ala 


Gly 


Ser 


Gly 


Ser 


Met 


Gly 


Phe 


Glu 


Ala 


He 


Ser 


Arg 


Gly 


Ala 




50 










55 










60 










Glu 


Ser 


Ala 


Thr 


Phe 


Val 


Asp 


Ser 


Ser 


Val 


Glu 


Ala 


Val 


Arg 


Leu 


He 


65 










70 










75 










80 


Arg 


Ala 


Asn 


Leu 


Ala 


Leu 


Leu 


Asp 


Ser 


Asn 


Leu 


Pro 


Val 


His 


He 


Leu 










85 










90 










95 




Lys 


Gin 


Asp 


Val 


Arg 


Ser 


Ala 


Phe 


Tyr 


Ala 















100 105 



(2) INFORMATIONS POUR LA SEQ ID NO: 986: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 27 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 949849.^950676 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 986: 



Ala 


Lys 


Arg 


Asn 


His 


Ser 


Gly 


Trp 


He 


Lys 


He 


Phe 


Leu 


Leu 


Asn 


Met 


1 








5 










10 










15 




lie 


Arg 


Gly 


Ser 


Ser 


Leu 


He 


Ser 


Glu 


Val 


Arg 


Val 


Lys 


Phe 


Lys 


Tyr 








20 










25- 










30 






Leu 


Arg 


Pro 


Leu 


Ser 


Phe 


Leu 


Val 


Leu 


Val 


He 


Val 


Ala 


Phe 


Cys 


Tyr 






35 










40 










45 








Gly 


Cys 


Ser 


Arg 


Glu 


Lys 


Gin 


Glu 


Val 


Leu 


Val 


Gly 


Arg 


Asp 


Ala 


Thr 




50 










55 










60 










Trp 


Phe 


Pro 


Gin 


Gin 


Phe 


Gly 


He 


Tyr 


Thr 


Ser 


Gly 


He 


Asn 


Ala 


Phe 


65 










70 










75 










80 


Val 


Asn 


Asp 


Leu 


Val 


Ser 


Glu 


He 


Asn 


Tyr 


Lys 


Glu 


Gly 


Leu 


Asn 


He 










85 










90 










95 




Ser 


He 


Val 


Asn 


Gin 


Asp 


Trp 


Val 


His 


Leu 


Phe 


Glu 


Asn 


Leu 


Asp 


Asp 








100 










105 










110 






Lys 


Lys 


Thr 


Ser 


Gly 


Ala 


Phe 


Thr 


Ser 


Ala 


Ser 


Pro 


Ser 


He 


GlU 


Met 






115 










120 










125 








Leu 


Ala 


Arg 


Tyr 


Gin 


Phe 


Ser 


Asp 


Pro 


Val 


Leu 


Leu 


Thr 


Gly 


Pro 


Val 




130 










135 










140 










Leu 


Val 


Val 


Leu 


Glu 


Asn 


Ser 


Pro 


Tyr 


His 


Ser 


Leu 


Gin 


Asp 


Leu 


Glu 


145 










150 










155 










160 


Gly 


Lys 


Leu 


He 


Gly 


Val 


Tyr 


Lys 


Phe 


Asp 


Ser 


Ser 


Val 


Leu 


He 


Ala 










165 










170 










175 




Gin 


Asn 


Val 


Pro 


Asn 


Ala 


Val 


He 


Asp 


Ser 


Tyr 


Gin 


His 


He 


Pro 


Val 








180 










185 










190 






Ala 


Leu 


Glu 


Ala 


Leu 


Ser 


Thr 


Gin 


Arg 


Tyr 


Asp 


Ala 


Leu 


Leu 


Val 


Pro 
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195 

Val lie Glu Ala 
210 

Arg lie Ala Ser 
225 

Leu Arg Gly Gly 

Leu Ala Lys lie 
260 

Ser Arg Leu Pro 
275 



200 

Thr Ala Leu Val 
215 

Glu Pro Leu Asn 
230 

Gly Ser Asp Ser 
245 

Arg Arg Ser Gly 



Glu Thr Ala Tyr 
220 

Glu Glu Gly Leu 
235 

Leu Leu Glu Gly 
250 

Arg Tyr Lys Ala 
265 



205 

Lys Gly Arg Leu 

Arg Leu Val Val 
240 

Phe Asn Ala Gly 
255 

lie Lys Met Gin 
270 



(2) INFORMATIONS POUR LA SEQ ID NO: 987: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 217 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 950680 9513 3 0 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 987: 



Asn 


Lys 


Glu 


Phe 


Lys 


Glu 


Thr 


Val 


Val 


Thr 


Tyr 


Leu 


Leu 


Ala 


Asn 


Phe 


1 






5 










10 










15 




Gly 


Gly 


Pro 


Arg 


Thr 


Ser 


Gin 


GlU 


He 


Val 


Ser 


Phe 


Leu 


Gin 


Ala 


Leu 




20 










25 










30 






Leu 


Thr 


Asp 
35 


Arg 


Asp 


Val 


Thr 


Gly 
40 


Gly 


Met 


He 


Pro 


Ser 
45 


Val 


Leu 


His 


Arg 


Pro 


Leu 


Phe 


Ser 


Tyr 


He 


Ala 


Lys 


Arg 


Arg 


Ala 


Pro 


His 


Val 


Ala 


50 










55 










60 










Arg 


Gin 


Tyr 


Ala 


Tyr 


Leu 


Gly 


Gly 


Gly 


Ser 


Pro 


He 


Phe 


Gin 


Asp 


Thr 


65 








70 










75 










80 


Glu 


Arg 


Leu 


Ala 


Gin 


Asn 


Leu 


Ser 


Gin 


Glu 


Leu 


Gin 


Ala 


Ser 


Val 


He 








85 










90 










95 




Pro 


Phe 


His 


Thr 
100 


Tyr 


Leu 


Pro 


Glu 


Thr 
105 


His 


Arg 


Glu 


Thr 


Leu 
110 


Gin 


Ala 


Leu 


Gin 


Glu 


Ser 


Gin 


Gly 


Ser 


He 


Val 


Gly 


He 


Pro 


Leu 


Phe 


Pro 


His 






115 










120 










125 






His 


Tyr 


Thr 


Phe 


Ala 


Val 


Thr 


Gly 


Ser 


He 


He 


Arg 


Phe 


Phe 


Leu 


Gin 


130 










135 










140 










Leu 


Pro 


Glu 


Lys 


Pro 


He 


Ser 


Trp 


He 


Thr 


Gin 


Phe 


Gly 


Val 


His 


Pro 


145 








150 










155 










160 


Gin 


Phe 


Val 


Ser 


Cys 
165 


Met 


Gin 


Gin 


His 


He 
170 


Arg 


Asp 


Cys 


Leu 


Ala 
175 


Ala 


Gin 


Xaa 


He 


Ala 
180 


Val 


Glu 


Asp 


Cys 


Tyr 
185 


Phe 


Leu 


Phe 


Ser 


Val 
190 


His 


Gly 


Leu 


Pro 


Gin 
195 


Arg 


His 


He 


Arg 


Leu 
200 


Gly 


Asp 


Pro 


Tyr 


Ala 
205 


Gin 


Gin 


Cys 


Glii 


Ala 


Ser 


Phe 


Glu 


Ala 


Leu 


Arg 


Arg 

















210 215 



(2) INFORMATIONS POUR LA SEQ ID NO: 988: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 121 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 951281 951643 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 9 88: 



Glu lie Leu Met 
1 

Gly Glu Leu Glu 
20 

Lys Trp Leu Asp 
35 

Lys Lys Arg Tyr 
50 

lie Glu Thr Leu 
65 

Gin Lys Glu Tyr 

Arg Trp Val Ser 
100 

Thr Ser Leu Glu 
115 



Leu Ser Asn Val 
5 

Gly Glu lie Ala 

Pro Ser Thr Gin 
40 

lie Val lie Val 
55 

Tyr Glu lie Asp 
70 

Arg Val Val Arg 
85 

Ser Leu Ala Ala 

Pro Leu Leu Met 
120 



Arg Leu Leu Ser 
10 

Phe Gin Ser Lys 
25 

Glu Val Cys Gin 

Pro Phe Gly Phe 
60 

His Leu Tyr Val 
75 

lie Pro Ala lie 
90 

He Val Arg Ser 

105 

Pro 



Lys His Tyr Gly 
15 

Phe Gly He Gly 
30 

Ser Leu Arg Thr 
45 

Val Ser Asp His 

Pro He Leu Leu 
80 

Asn Ala Ser Ser 
95 

Ser Pro Gin Glu 
110 



(2) INFORMATIONS POUR LA SEQ ID NO: 989: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 37 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 9 517 88 9 527 9 8 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 989: 

Glu Cys Gly He Ser Met Lys Ser Arg Asn Ala Gin Ser He Leu Glu 

1 5 10 15 

Ser Leu Cys Lys Lys Thr His Arg Leu Leu Leu Arg Tyr Leu Leu Lys 

20 25 30 

Gin Thr Leu Leu Val Ala Leu Gly Met Thr Leu Met Val Ala Glu Leu 

35 40 45 

Gly He Phe Leu Tyr Phe Phe Leu Phe Ser Gly Lys Thr Leu Leu Pro 

50 55 60 

Ala Phe Cys Leu Ala Cys Phe Val Leu Thr He Phe He Cys Leu Val 
65 70 75 80 

He Arg Leu Tyr He Leu Ser Lys Lys Thr Glu Phe Phe Asp Lys Leu 

85 90 95 

Leu Ala Asp Phe Val His Gin Ala Gin Val He Phe Lys Lys Lys Asn 

100 105 110 

Met Met Glu Glu His Pro Glu He Ala Ala Ala Val Thr Gin Leu Ser 
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115 










ion 
iz u 










1 oq 








Leu 


Val 


Met 


Gin 


Asn 


Gin 


Glu 


Tyr 




vai 


irne 


Cys 


Asn 


Leu 


Leu 


Lys 




1 J U 




















140 










lie 


Val 


Pro 


Pro 


Tyr 


Asp 


Ser 


lie 


Lys 


Lys 


riie 


Ser 


L Y S 




cys 


ir XI 


145 










1 -> u 










1 










160 


Trp 


Lys 


Asp 


Tyr 


Phe 




irne 


Arg 


La XU 


Mot* 


Leu 


T .01 1 

J_l Li. 


Pin 


T A/c: 


A I -a 


T] p 








lob 










i 7 n 
x / u 










1TC 
X f J 




Asp 


Leu 


Tyr 


Leu 


Leu 


val 


val 


ply. 

Cjin 


Aid 


x x e 


Pro 


Tnr 


Asp 


Leu 


r* 1 \r 
oiy 


Ala 






180 










1 flC 

lob 










i on 

X _7 Vj 






His 


Val 


Ser 


Leu 


Ala 


Asp 


Ala 


Tyr 


val 




Leu 


Ser 


tjiy 


Leu 


Tyr 


Ala 
Ala 






19 5 










o n n 
zUU 










Z U J 








Asp 


Pro 


Arg 


Lys 


Tyr 


Thr 


Glu 


Pne 


Asp 


inr 


Lys 


Tyr 


Trp 


v ax 


Pro 


Pro 




210 










21b 










zzu 










Gly Arg 


Tyr 


Gly 


Glu 


Asp 


He 


Gin 


Glu 


Lys 


pne 


pne 


Ala 

/\ia 


Thr 


Til a 
Ala 


HIS 


225 










230 










2 -5 b 










z *± u 


Arg 


Ala 


Thr 


Glu 


Glu 


Phe 


Lys 


He 


Leu 


Asn 


Glu 


Tyr 


Ala 


Pro 


L»iy 


Asn 








245 










250 










255 




Val 


Trp 


Val 


His 


Thr 


Gin 


Leu 


Ala 


Tyr 


Ser 


Tyr 


His 


Asp 


Leu 


Gin 


Met 






260 










265 










270 






Pro 


Lys 


Lys 


Glu 


He 


Arg 


Glu 


Tyr 


Glu 


He 


Val 


Leu 


Lys 


Leu 


Lys 


Pro 




275 










280 










285 








His 


Asp 


Ala 


Asn 


Thr 


He 


Met 


Lys 


Leu 


Gly 


He 


Leu 


Tyr 


Phe 


Gin 


Gin 




290 










295 










300 










Gly 


Met 


Asn 


Ala 


Lys 


Gly 


Leu 


Gin 


Val 


Tyr 


Glu 


Gin 


Leu 


Arg 


Lys 


Val 


305 










310 










315 










320 


Asp 


Leu 


Lys 


Lys 


Ser 


Lys 


Lys 


Leu 


He 


Lys 


Phe 


Tyr 


Gly 


Val 


Val 


Ala 



325 330 335 

Lys 



(2) INFORMATIONS POUR LA SEQ ID NO : 99 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 228 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 9 53 58 1 9 542 64 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 9 90: 



Arg 


Thr 


Val 


Cys 


Phe 


Tyr 


Arg 


Val 


Arg 


Lys 


Thr 


Met 


Phe 


Glu 


He 


Leu 


1 








5 










10 










15 




Arg 


Lys 


Lys 


He 


Ser 


Ser 


Tyr 


Ser 


Val 


Val 


Leu 


Phe 


Cys 


Leu 


Val 


Val 






20 










25 










30 






Leu 


Ser 


He 


Phe 


Leu 


Ser 


Gly 


Lys 


He 


Val 


Val 


Asn 


Val 


Lys 


Thr 


Tyr 






35 










40 










45 








Arg 


Val 


Glu 


Arg 


Gin 


Asn 


Ser 


Leu 


Val 


Leu 


Leu 


Ser 


Arg 


Ser 


Val 


Glu 


50 










55 










60 










Ala 


Ala 


Tyr 


Ser 


Arg 


Gly 


He 


Phe 


Pro 


Pro 


Glu 


Thr 


Ala 


Met 


Pro 


Met 


65 










70 










75 










80 


Leu 


Glu 


Gin 


Ala 


Tyr 


Arg 


Arg 


Gly 


Gly 


Lys 


Glu 


Ala 


Val 


Ser 


Tyr 


Ala 










85 










90 










95 




Gly 


Phe 


Leu 


Ala 


Ser 


Cys 


Phe 


His 


He 


His 


Asn 


Asp 


Pro 


Leu 


Arg 


Gly 






100 










105 










110 
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Ala Tyr Tyr Ser 
115 

Pro Ser Pro Gin 
130 

Thr Lys Gin Tyr 
145 

Ser lie Ser Ser 

Leu Arg Met lie 
180 

Glu Leu Thr Glu 
195 

Leu Tyr Lys Asp 
210 

Arg Ala Leu Tyr 
225 



Gly Leu Ala Tyr 
120 

His lie Leu Leu 
135 

Gin Glu Val Leu 
150 

Ser Lys Asp Phe 
165 

Glu Val Lys Glu 

Leu Lys Ala Leu 
200 

Gly Val Trp Thr 
215 



Gin His Gly Thr 

Lys Glu lie Ala 
140 

Asp Lys Ser Arg 
155 

Pro Met Leu Arg 
170 

Ser Leu Asn Gin 
185 

Pro Gly Phe Glu 

lie Ser Lys Arg 
220 



His Leu Gin Leu 
125 

Asp Ala His Ala 

Glu Leu Leu Ser 
160 

Phe Leu Thr Leu 
175 

Asp Phe Ser Leu 
190 

Asp Tyr Glu Gin 
205 

Tyr Ser Ser Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 991: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 244 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 9 5442 6 9 55157 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 991: 

Ser Met Leu Arg Val Leu Ala Tyr Arg Gin Val Ser Phe Ser Lys Phe 

1 5 10 15 

Pro His Leu Phe Lys Ser Phe Val Ser Leu Leu Ser Ser Leu Lys Gin 

20 25 30 

His Tyr Ser Phe Met Leu Pro Gly Asp Pro Leu Pro Lys Lys Lys Ala 

35 40 45 

Leu Met Leu Thr Phe Asp His Ala Ser Val Asp Phe Tyr Thr His Val 

50 55 60 

Phe Pro Leu Leu Gin Asn Leu Gin lie Pro Ala Val lie Gly Val Ala 
65 70 75 80 

Trp Arg Tyr Val Ala Asp Leu Glu Gly Glu Asp Leu Pro lie Asp Val 

85 - 90 95 

Arg lie Ala Pro Ser Asp- Phe Leu Ala Phe Gin Asp Glu lie Phe Ser 

100 105 110 

Tyr His Gin Pro Phe Cys Ser Val Arg Glu Leu Cys His Met Ala Ala 

115 120 125 

Ser Pro Leu Val Arg Phe Ala Ser Ser Gly Phe Ala lie Arg Asn Leu 

130 135 140 

Lys Tyr Ala Pro Pro Tyr Leu Asp Thr Glu lie Leu Leu Ser Lys lie 
145 150 155 160 

Leu Leu Glu Asn Ala lie Gin Ser Pro Val Glu Ser Phe Phe Phe Pro 

165 170 175 

Leu Gly Lys Ser Asp Val Val Ser Gin His Phe Val Gin Glu Thr Tyr 

180 185 190 

Arg Tyr Ser Phe Val Leu Gly Asn Thr Ala Ser Phe Ser Tyr Pro Thr 

195 200 205 

Gin Ser Leu His Gly lie Pro Arg lie Asp Met Pro Leu Asp Ser Gin 
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210 215 220 

Arg Val Pro Ser Leu Tyr Gin Leu Ser Tyr Arg His Leu Lys Gin Phe 
225 230 235 240 

Leu Val Leu Arg 



(2) INFORMATIONS POUR LA SEQ ID NO: 992: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 72 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 9 557 54 9 57 940 



(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 992: 



Arg 


Arg 


Gin 


Arg 


Met 


He 


Asp 


Lys 


He 


He 


Arg 


Thr 


Val 


Leu 


Val 


Leu 


1 






5 










10 














Ser 


Leu 


Phe 


Leu 
20 


Leu 


Tyr 


Trp 


Ser 


Ser 
25 


Asp 


Leu 


Leu 




Lys 
J u 


Asp 


veil 


Lys 


Ser 


He 


Lys 


Arg 


Glu 


Leu 


Lys 


Ala 


Leu 


His 


Glu 


Asp 


Val 


Leu 


Oil! 




35 










40 


















Leu 


Val 


Arg 


He 


Ser 


His 


Gin 


Gin 


Lys 


Asn 


Trp 


Val 


Gin 


Ser 


He 


Asp 




50 








55 










o u 










Phe 


Ser 


Val 


Ser 


Pro 


Glu 


He 


Ser 


Val 


Leu 


Lys 


Asp 


Cys 


Gly 


Asp 


Pro 


65 










70 










75 










80 


Ala 


Phe 


Pro 


Asn 


Leu 
85 


Leu 


Cys 


Glu 


Asp 


Pro 
90 


Tyr 


Val 


GlU 


Lys 


Val 
95 


Val 


Pro 


Ser 


Leu 


Leu 
100 


Lys 


Glu 


Gly 


Phe 


Val 
105 


Pro 


Lys 


Gly 


He 


Leu 
110 


Arg 


Thr 


Ala 


Gin 


Val 
115 


Gly 


Arg 


Pro 


Asp 


Asn 
120 


Leu 


Ser 


Pro 


Phe 


Asn 
125 


Gly 


Phe 


Val 


Asn 


He 
130 


Val 


Arg 


Phe 


Tyr 


Glu 
135 


Leu 


Cys 


Val 


Pro 


Asn 
140 


Leu 


Ala 


Val 


Glu 


His 


Val 


Gly 


Lys 


Tyr 


Glu 


Glu 


Phe 


Ala 


Pro 


Ser 


Leu 


Ala 


Leu 


Lys 


He 


145 








150 










155 








His 


160 


Glu 


Glu 


His 


Tyr 


Val 


Glu 


Asp 


Gly 


Ser 


Gly 


Asp 


Lys 


Glu 


Phe 


He 








165 










170 










175 




Tyr 


Leu 


Arg 


Pro 


Asn 


Met 


Phe 


Trp 


Glu 


Pro 


He 


Asp 


Pro 


Thr 


Leu 


Phe 






180 










185 










190 






Pro 


Lys 


Asn 


He 


Thr 


Leu 


Ala 


Asp 


Thr 


Phe 


Leu 


Arg 


Pro 


His 


Pro 


Val 




195 










200 










205 








Thr 


Ala 
210 


His 


Asp 


Val 


Lys 


Phe 
215 


Tyr 


Tyr 


Asp 


Val 


Val 
220 


Met 


Asn 


Pro 


Tyr 


Val 


Ala 


Glu 


Met 


Arg 


Ala 


Val 


Ala 


Met 


Arg 


Ser 


Tyr 


Phe 


Glu 


Asp 


Met 


225 










230 










235 










240 


Val 


Ser 


Val 


Arg 


Val 
245 


Glu 


Asn 


Asp 


Leu 


Lys 
250 


Leu 


He 


Val 


Arg 


Trp 
255 


Arg 


Ala 


His 


Thr 


Val 


Arg 


Asn 


Glu 


Gin 


Gly Glu 


Glu 


Glu 


Lys 


Lys 


Val 


Leu 








260 










265 










270 






Tyr 


Ser 


Ala 


Phe 


Ala 


Asn 


Thr 


Leu 


Ala 


Leu 


Gin 


Pro 


Leu 


Pro 


Cys 


Phe 




275 










280 










285 








Val 


Tyr 
290 


Gin 


Tyr 


Phe 


Ala 


Asn 
295 


Gly 


Glu 


Lys 


He 


Val 
300 


Pro 


Glu 


Asp 


Ser 
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Asp Pro Asp Thr Tyr Arg Lys Asp Ser Val Trp Ala Gin Asn Phe Ser 
305 310 315 320 

Ser His Trp Ala Tyr Asn Tyr lie Val Ser Cys Gly Ala Phe Arg Phe 

325 330 335 

Ala Gly Met Asp Asp Glu Lys lie Thr Leu Val Arg Asn Pro Asn Tyr 

340 345 350 

His Asn Pro Phe Ala Ala Leu Val Glu Lys Arg Tyr lie Tyr Met Lys 

355 360 365 

Asp Ser Thr Asp Ser Leu Phe Gin Asp Phe Lys Ala Gly Lys Val Asp 

370 375 380 

lie Ala Tyr Phe Pro Pro Asn His Val Asp Asn Leu Ala Ser Phe Met 
385 390 395 400 

Gin Thr Ser Ala Tyr Lys Glu Gin Ala Ala Arg Gly Glu Ala lie Leu 

405 410 415 

Glu Lys Asn Ser Ser Asp Arg Ser Tyr Ser Tyr lie Gly Trp Asn Cys 

420 425 430 

Leu Ser Leu Phe Phe Asn Asn Arg Ser Val Arg Gin Ala Met Asn Met 

435 440 445 

Leu lie Asp Arg Asp Arg lie lie Glu Gin Cys Leu Asp Gly Arg Gly 

450 455 460 

Val Ser Val Ser Gly Pro Phe Ser Leu Cys Ser Pro Ser Tyr Asn Arg 
465 470 475 480 

Asp Val Glu Gly Trp Gin Tyr Ser Pro Glu Glu Ala Ala Arg Lys Leu 

485 490 495 

Glu Glu Glu Gly Trp lie Asp Ala Asp Gly Asp Gly lie Arg Glu Lys 

500 505 510 

Val lie Asp Gly Val Val Val Pro Phe Arg Phe Arg Leu Cys Tyr Tyr 

515 - 520 525 

Val Lys Ser Val Thr Ala Arg Thr lie Ala Glu Tyr Val Ala Thr Val 

530 535 540 

Cys Lys Glu Val Gly lie Glu Cys Cys Leu Leu Gly Leu Asp Met Ala 
545 550 555 560 

Asp Tyr Ser Gin Ala Leu Glu Glu Lys Asn Phe Asp Ala lie Leu Ser 

. 565 570 575 

Gly Trp Cys Leu Gly Thr Pro Pro Glu Asp Pro Arg Ala Leu Trp His 

580 585 590 

Ser Glu Gly Ala Leu Glu Lys Gly Ser Ala Asn Ala Val Gly Phe Cys 

595 600 605 

Asn Glu Glu Ala Asp Arg lie lie Glu Gin Leu Ser Tyr Glu Tyr Asp 

610 615 620 

Ser Asn Lys Arg Gin Ala Leu Tyr His Arg Phe His Glu Val lie His 
625 630 635 640 

Glu Glu Ser Pro Tyr Ala Phe Leu Tyr Ser Arg Gin Tyr Ser Leu Val 

645 - 650 655 

Tyr Lys Glu Phe Val Lys Asn lie Phe Val Pro Thr Glu His Gin Asp 

660 665 670 

Leu lie Pro Gly Ala Gin Asp Glu Thr Val Asn Leu Ser Met Leu Trp 

675 680 685 

Val Asp Lys Glu Glu Gly Arg Ser Pro Leu Tyr Leu Lys Thr Ser Ala 

690 695 700 

Phe Asp Ser Leu Asn Ala Leu Cys Tyr His Leu Cys Glu Phe Cys Asp 
705 710 715 720 

Ser Gin Cys Cys Ser Arg Arg Pro Ala 
725 



(2) 
(i) 



INFORMATIONS POUR LA SEQ ID NO : 9 93: 
C ARAC TER I ST I QUE S DE LA SEQUENCE: 
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(A) LONGUEUR: 492 acides amines 

(B) TYPE: acide amine 

{ D) CONFIGURATION : 1 ineaire 

( i i i ) H YPOTHET IQUE : oui 



(viii) POSITION DANS LE GENOME: 95783 7 .. 9 593 12 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 993: 



Asp 


Leu 


Arg 


Tyr 


He 


Leu 


Lys 


Arg 


Leu 


Leu 


Leu 


lie 


Pro 


Leu 


inr 


Leu 


1 








5 










10 










1 b 




Phe 


Ala 


He 


He 


Ser 


Val 


Asn 


Phe 


Val 


He 


Leu 


Asn 


Ala 


Ala 


Pro 


Cjr iy 








20 










25 










3 0 






Asp 


Leu 


Leu 


Glu 


Glu 


His 


Ser 


Val 


Asp 


Ala 


Gin 


Gly 


Glu 


Ala 


Gly 


Arg 




35 










40 










4 5 








Ser 


Asp 


Lys 


He 


Arg 


Thr 


Tyr 


Lys 


Gly 


Pro 


Asp 


Arg 


Tyr 


Leu 


(jj.n 


Jrne 




50 










55 










60 










Arg 


Glu 


His 


Tyr 


Gly 


Leu 


Thr 


Leu 


Pro 


He 


Phe 


Pne 


Asn 


Thr 


Arg 


Pro 


65 










70 










7 5 










q n 
o u 


Gin 


He 


Ser 


Arg 


Ser 


Glu 


Leu 


Arg 


Ala 


Gly 


He 


Gin 


Glu 


lie 


lie 


Asp 










85 










90 










Q C 

y b 




Gly 


Thr 


He 


His 


Lys 


Lys 


Ser 


Lys 


Thr 


Gly 


Ser 


He 


Thr 


Asn 


Tin 

lie 


Lys 






100 










105 










110 






Val 


Tyr 


Trp 


Gly 


Asp 


Cys 


Ala 


Lys 


Phe 


He 


Met 


Pro 


Ala 


Leu 


Leu 


Ala 






115 










120 










125 








Glu 


Ala 


Glu 


Asp 


Ser 


Ser 


Lys 


Glu 


Asp 


He 


Tyr 


Arg 


His 


Val 


Ala 


Ala 




130 










135 










140 










Asp 


Leu 


Phe 


He 


Arg 


Gly 


Gly 


He 


Arg 


Gin 


Gly 


He 


Val 


Glu 


Pro 


Arg 


145 










150 










155 










1 b U 


Leu 


Leu 


Glu 


Glu 


Gin 


Arg 


Glu 


Tyr 


Asn 


Gin 


Lys 


Val 


Ser 


Lys 


Ser 


Asn 










165 










170. 










17 5 




Ala 


Glu 


Leu 


Val 


Arg 


Leu 


Leu 


Asn 


Glu 


Asp 


Asn 


He 


Glu 


val 


Lys 


val 








180 










185 










19 0 






Ala 


Ala 


Leu 


Gin 


Glu 


Trp 


Val 


Glu 


Gin 


Glu 


Gly 


Gly 


Arg 


Gly 


Gin 


Leu 






195 










200 










205 








Met 


Arg 


Arg 


Asp 


Leu 


Trp 


Arg 


He 


Phe 


Phe 


Leu 


Glu 


Thr 


Arg 


Fne 


Aid 




210 










215 










220 










Lys 


Tyr 


Leu 


Ser 


Arg 


He 


Val 


Arg 


Leu 


Asp 


Phe 


Gly 


Thr 


Leu 


Arg 


Asn 


225 








230 










235 










240 


Asp 


Cys 


His 


Lys 


Thr 


Val 


Val 


Ser 


Glu 


Val 


He 


Lys 


Arg 


Leu 


Gly 


Ser 






245 










250 










255 




Ser 


Leu 


He 


Leu 


Ser 


Leu 


Leu 


Pro 


Met 


He 


Val 


Val 


Phe 


He 


Leu 


Cys 








260 










265 










270 






Gin 


Val 


Phe 


Gly 


Met 


He 


Met 


Ala 


Val 


Asn 


Lys 


Asn 


His 


Trp 


He 


Asp 






275 










280 










285 








His 


Leu 


Leu 


Asn 


Phe 


Leu 


Phe 


Leu 


He 


Leu 


Phe 


Ser 


He 


Pro 


Val 


Phe 




290 










29.5 










300 










Val 


Ala 


Val 


Pro 


Trp 


He 


He 


Asp 


Asn 


Phe 


Val 


Leu 


Asn 


Lys 


Thr 


Val 


305 










310 










315 










320 


Pro 


Phe 


Thr 


Ser 


He 


Ser 


Met 


Pro 


Tyr 


Ser 


Gly 


Leu 


Cys 


Ser 


Ser 


Pro 










325 










330 










335 




Glu 


He 


Phe 


Lys 


Glu 


Met 


Thr 


Ser 


Phe 


Glu 


Lys 


Leu 


Thr 


Asp 


He 


Val 








340 










345 










350 






Leu 


His 


Ser 


Phe 


Leu 


Pro 


Phe 


Cys 


Ala 


Val 


Ser 


Tyr 


Gly 


Ala 


Phe 


Ala 






355 










360 










365 








Ala 


Gin 


Ser 


Arg 


Leu 


Ser 


Arg 


Ala 


Val 


Phe 


Leu 


Glu 


Val 


Leu 


Gly 


Glu 



370 375 380 
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Asp 


nib 


lie 


Ser 


Ala 


J.J cr H 


7\ -y r~\ 

t\±. y 


Ala 


Arg 


Gly 


He 


Ser 


Gin 


Tvr 
±y j. 


Asp 


He 


a c; 

J O J 










> W 










3 95 










400 


L8U 


V ci _L 


Air Q" 


nib 


vai 




Jj jr 


Asn 


Ser 


Ala 


Ala 


Thr 


Leu 


He 


Thr 


Ser 










405 










410 










415 




Leu 


Ala 


Ser 


Ser 


Leu 


Ser 


Ala 


Leu 


Leu 


Gly 


Gly 


Ala 


Leu 


Val 


Val 


Glu 








420 










425 










430 






Thr 


Leu 


Phe 


Asp 


He 


Asp 


Gly 


Phe 


Gly 


Lys 


Phe 


Phe 


Tyr 


Gin 


Ala 


He 






435 










440 










445 








Leu 


Asn 


Arg 


Asp 


His 


Asn 


Val 


Val 


Met 


Phe 


Ser 


Val 


He 


Met 


Gly 


Ser 




450 










455 










460 










Val 


lie 


Ser 


Leu 


He 


Gly 


Tyr 


Leu 


He 


Gly 


Asp 


He 


Cys 


Tyr 


Val 


Leu 


465 










470 










475 










480 


Leu 


Asp 


Pro 


Arg 


Val 


Gin 


Leu 


Glu 


Glu 


Arg 


Lys 


Val 











485 490 



(2) INFORMATIONS POUR LA SEQ ID NO: 994:' 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 584 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 959299 . . 961050 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 994: 



Lys 


Lys 


Gly 


Arg 


Cys 


Glu 


Met 


Lys 


Glu 


Pro 


Gin 


Thr 


Ser 


Tyr 


Gin 


Arg 


1 








5 










10 










15 




Phe 


Phe 


Arg 


Ala 


Tyr 


Asn 


Arg 


Arg 


Ala 


Leu 


Pro 


Ser 


He 


Ala 


Leu 


Lys 








20 . 










25 










30 






Phe 


Phe 


He 


Gly 


Leu 


Met 


Leu 


He 


Gly 


He 


Tyr 


Ala 


Pro 


Leu 


Phe 


Ala 






35 










40 










45 








Ser 


Ser 


Lys 


Pro 


He 


Leu 


Val 


Arg 


Trp 


His 


Gly 


Glu 


Trp 


Tyr 


Ser 


Pro 




50 










55 










60 










Leu 


Phe 


Arg 


Tyr 


Leu 


Leu 


Phe 


Pro 


Gly 


Phe 


Tyr 


Thr 


Lys 


Ser 


He 


Asp 


65 










70 










75 










80 


Leu 


Phe 


Phe 


Asn 


Val 


Leu 


Met 


Leu 


Thr 


Leu 


Pro 


Phe 


Phe 


He 


Leu 


Gly 










85 










90 










95 




Phe 


Arg 


Tyr 


Leu 


Ser 


Gly 


Val 


Trp 


Lys 


Lys 


Leu 


Phe 


Leu 


Gly 


Val 


Val 








100 










105 










110 






Thr 


Gly 


He 


His 


He 


Ala 


Val 


Phe 


Ser 


Phe 


Ala 


Leu 


Ser 


Gly Arg 


Val 






115 










120 










125 








Gin 


Asp 


Pro 


Cys 


Arg 


Asp 


Glu 


Leu 


Leu 


Lys 


Gin 


Lys 


Arg 


Ala 


Lys 


His 




130 










135 










140 










Leu 


Gin 


Gin 


Glu 


Leu 


Lys 


Thr 


Thr 


Pro 


Lys 


Thr 


Glu 


Phe 


Leu 


Pro 


Thr 


145 










150 










155 










160 


He 


Ala 


Lys 


Arg 


Thr 


Arg 


Thr 


Trp 


Glu 


Ser 


Glu 


Arg 


Ala 


Tyr 


Met 


Ser 










165 










170 










175 




Lys 


Tyr 


Glu 


Gin 


Leu 


Gly 


Met 


Leu 


Val 


Lys 


Ala 


Lys 


Tyr 


Arg 


Lys 


Met 








180 










185 










190 






Gin 


His 


Asp 


His 


Leu 


Glu 


Lys 


Gin 


Arg 


Glu 


Ala 


Tyr 


Glu 


Leu 


Cys 


Lys 






195 










200 










205 








Gin 


Ser 


Pro 


Met 


Pro 


Thr 


Leu 


Arg 


Phe 


Leu 


Glu 


Met 


Lys 


Asn 


Glu 


Thr 




210 










215 










220 










Ala 


Ser 


Leu 


Arg 


Phe 


Phe 


Lys 


Asn 


Lys 


He 


Asn 


Lys 


Leu 


Lys 


Ala 


Ser 
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225 

Tyr Pro Glu Gly 

Pro Tyr Leu Met 
260 

lie Tyr Glu Gin 
275 

Leu Glu Glu Lys 
290 

Ser Leu Leu Glu 
305 

Met Asp Lys Arg 

Val Leu Asn Pro 
340 

Gly Ser Arg Glu 
355 

lie Asn Arg Lys 
370 

Ala He Val Val 
385 

He He Val Gly 

Leu Leu Ser Arg 
420 

He Leu Met Leu 
435 

Asp Ser Val Leu 
450 

Val Arg He Glu 
465 

Ala Thr Asn Leu 

Leu Pro Asn Val 
. 500 

Met Ala Met He 
515 

Glu Glu Ser Ser 
530 

Ala Phe Pro Ser 
545 

Thr Leu Leu Leu 

Ala Leu Asp Pro 
580 



230 

Phe Glu Gly Trp 
245 

Ala Arg Ala Arg 

His Pro Gin Glu 
280 

Glu Ala Pro Phe 
295 

Glu Arg Glu Ala 
310 

Asn Trp He Glu 
325 

Leu Leu Ser Ser 

Met Asn Lys Tyr 
360 

Asp Leu Leu Ala 
375 

Gly Gly Leu Gly 
390 

Leu Leu Ser Gly 
405 

Val Thr Glu He 

Val Val Ala He 
440 

Leu Gly Cys Phe 
455 

Thr Leu Lys Gin 
470 

Cys Tyr Ser His 
485 

He Val Pro Val 

Ser Cys Glu Ala 
520 

Ala Ser Trp Gly 
535 

Glu Ser Ala He 
550 

Met Ala He Ala 
565 

Lys Met Gin Asp 



235 

Gly Thr Leu Leu 
250 

Ser Glu His Ala 
265 

Glu Leu Arg Ala 

Arg Glu Gin Leu 
300 

Leu Asn Asn Ser 
315 

Thr Glu Ser Glu 
330 

Phe His Trp Glu 
345 

Val His Trp Trp 

Ser Leu He Phe 
380 

Val Ser He Ala 
395 

Tyr Phe Gly Gly 
410 

Trp Glu Thr Met 
425 

Thr Gin Lys Lys 

Gly Trp Val Ser 
460 

Arg Asn Leu Gly 
475 

Tyr His He Met 
490 

He Ser Leu Leu 
505 

Gly Leu Thr Phe 

Asn Leu Leu Arg 
540 

Leu Trp Pro Pro 
555 

Val He Gly Asp 
570 



240 

Glu Asp Tyr Arg 
255 

Leu Asn Met Ala 
270 

Ala Phe Glu Ala 
285 

Ala Phe Val Arg 

He Thr Phe He 
320 

Gin Val Gin Met 
335 

Asp Asp Ala Gly 
350 

Gin Leu Thr Arg 
365 

Gly He Arg He 

Leu Phe He Gly 
400 

Lys Val Asp Met 
415 

Pro Met Leu Phe 
430 

Ser Leu He Leu 
445 

He Ser Arg Tyr 

Tyr Val Leu Ala 
480 

Val His Gin He 
495 

Pro Phe Ser Met 
510 

Leu Gly Leu Gly 
525 

Glu Gly Val Thr 

Ala He Met Leu 
560 

Gly He Arg Asp 
575 



(2) INFORMATIONS POUR LA SEQ ID NO : 9 95: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 154 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 9 61053 9 61514 ) 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 9 95: 

Ala Gin Ala Cys Ser Gin Gly Leu Pro lie Asn Arg Thr Pro Pro lie 

15 10 15 

Gin lie lie Val His Phe Arg Gly Asp Ser lie Phe His Ser Arg Leu 

20 25 30 

Ser Pro Ala Pro Val Phe Thr Cys Leu Phe Leu Gly Pro Gly Ala His 

35 40 45 

Lys Ala Met Glu Gly Leu Val Arg Trp Cys Glu Ala Tyr Ala Asn Lys 

50 55 60 

Met Pro Pro Lys Leu Ser Phe Leu Asp Leu Ser Ser Phe Lys Glu Lys 
65 70 75 80 

Arg Leu Ala lie Leu Gin Glu lie Arg Gin lie Pro Phe Gly Thr Arg 

85 90 95 

His Thr Cys Glu Glu lie Ala Glu Arg Thr Lys Thr His Thr Glu Glu 

100 105 110 

Val Leu lie Ala Cys Gin Glu Asn Pro Leu Pro Leu Leu lie Pro Cys 

115 120 125 

His Arg Val Leu Ser lie His Asp Tyr Pro Gly Gly Glu Lys Leu Tyr 

130 135 140 

Lys Ala Leu Thr Glu Phe Glu Glu Leu Ser 
145 150 



(2) INFORMATIONS POUR LA SEQ ID NO: 996: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 63 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 9 6 1487 9 62 57 5 ) 

(Xi) DESCRIPTION DE LA SEQUENCE :. SEQ ID. NO: 996: ... 

Glu lie Ser Gin His Arg Thr Arg Gin Leu Met Lys Arg Leu Phe Phe 

15 10 15 

lie Cys Ala Leu Ala Leu Ser Pro Leu Ala Tyr Gly Ala Val Gin Lys 

20 25 30 

Asp Pro Met Leu Met Lys Glu Thr Phe Arg Asn Asn Tyr Gly lie lie 

35 - 40 45 

Val Phe Lys Gin Glu Trp Asn Lys Arg Gly Cys Asp Gly Ser lie Thr 

5Q 55 60 

Arg Val Phe Lys Asp Gly Thr Thr Thr Leu Glu Val Tyr Ala Gin Gly 
65 70 75 80 

Ala Leu His Gly Glu Val Thr Arg Thr Phe Pro His Ser Thr Thr Leu 

85 90 95 

Ala Val lie Glu Thr Tyr Asp Gin Gly Arg Leu Leu Ser Lys Lys Thr 

100 105 110 

Phe Phe Pro Asn Ala Leu Pro Ala Lys Glu Ala Val Tyr His Glu Asp 

115 120 125 

Gly Ser Phe Ser Leu Thr Arg Trp Pro Asp Asn Asn Asn Ser Asp Thr 

130 135 . 140 

lie Thr Asp Pro Cys Phe Val Glu Lys Thr Tyr Gly Gly Arg Val Leu 
145 150 155 160 

Glu Gly His Tyr Thr Ser Phe Asn Gly Lys Tyr Ser Ser Lys lie Leu 
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165 










170 










175 




Asn 


Gly 


Glu 


Gly 


Val 


Arg 


Ser 


Thr 


Phe 


Ser 


Ser 


Asp 


Ser 


He 


Leu 


Leu 






180 










185 










190 






Thr 


Glu 


Glu 
195 


Ser 


Phe 


Asn 


Asp 


Gly 
200 


Val 


Met 


Val 


Lys 


Lys 
205 


Thr 


Thr 


Phe 


Tyr 


Ser 


Thr 


Arg 


Glu 


Pro 


Glu 


Thr 


Val 


Thr 


His 


Tyr 


Val 


Asn 


Gly 


Tyr 


210 










215 










220 










Leu 


Thr 


Glu 


Phe 


Gly 


Leu 


Pro 


lie 


Phe 


Leu 


Val 


Gly 


Phe 


Gin 


He 


Arg 


225 










230 










23 5 












Leu 


Lys 


Asn 


Gly 


Asp 


Met 


Asp 


He 


Lys 


Thr 


Ala 


Leu 


Gin 


Ser 


Tyr 


Leu 








245 










250 










255 




Lys 


Met 


Val 


Val 


Arg 


Leu 


Leu 


Lys 


Ser 


His 


Leu 


Tyr 


Ala 


Glu 


Gin 


Lys 






260 










265 










270 






Met 


Glu 


Ser 
275 


Asn 


Ser 


Asp 


Thr 


Met 
280 


Asn 


Lys 


Arg 


He 


Ser 
285 


Leu 


Lys 


Arg 


Phe 


Leu 


Gly 


Ser 


Thr 


Thr 


Ser 


Cys 


Met 


Glu 


Ser 


Ala 


Lys 


Ser 


Met 


Arg 




290 








295 










300 










Arg 


Gly 


Tyr 


Ala 


Asn 


Pro 


Asn 


Gly 


He 


Thr 


Lys 


Ala 


Asn 


Leu 


Ser 


Arg 


305 










310 










315 










320 


Lys 


Ser 


Ser 


Leu 


Asn 


Asp 


Ser 


Val 


Pro 


Pro 


Asp 


Asn 


Ser 


Thr 


Leu 


Gly 








325 










330 










335 




Ala 


Ser 


Trp 


Leu 


Lys 


Ser 


Ser 


Leu 


Leu 


Ser 


Leu 


Gin 


Arg 


Pro 


Arg 


Thr 






340 










345 










350 






Val 


Trp 


Pro 
355 


Arg 


Leu 


Ala 


Leu 


Lys 
360 


Gly 


Phe 


Leu 













(2) INFORMATIONS POUR LA SEQ ID NO: 997: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 132 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement < 9 61584 9 61 97 9 ) 



(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 997: 



Trp 


Arg 


Asn 


Gly 


Gin 


Lys 


Asn 


Asp 


He 


Leu 


Leu 


Asp 


Ser 


Arg 


Thr 


Arg 


1 






5 










10 










15 




Asn 


Arg 


His 


Ser 


Leu 


Cys 


Gin 


Trp 


Val 


Pro 


His 


Gly 


Val 


Arg 


Phe 


Thr 






20- 










25 










30 






Tyr 


Leu 


Pro 


Gly 


Gly 


He 


Pro 


Asn 


Thr 


He 


Glu 


Glu 


Trp 


Arg 


Tyr 


Gly 




35 










40 










45 








His 


Gin 


Asp 


Gly 


Leu 


Thr 


He 


Leu 


Phe 


Lys 


Asn 


Gly 


Cys 


Lys 


He 


Ala 




50 








55 










60 










GlU 


Val 


Pro 


Phe 


Val 


Arg 


Gly 


Ala 


Lys 


Asn 


Gly 


He 


Glu 


Leu 


Arg 


Tyr 


65 










70 










75 










80 


Asn 


Glu 


Gin 


Glu 


Asn 


He 


Ala 


Glu 


Glu 


He 


Ser 


Trp 


Gin 


His 


Asn 


He 










85 










90 










95 




Leu 


His 


Gly 


Val 


Arg 


Lys 


He 


His 


Ala 


Ala 


Gly 


Val 


Cys 


Lys 


Ser 


Glu 






100 










105 










110 






Trp 


Tyr 


Tyr 


Lys 


Gly 


Lys 


Pro 


Val 


Ser 


Gin 


He 


Lys 


Phe 


Glu 


Arg 


Leu 




115 










120 










125 








Ser 


Ala 


Ala 


Arg 



























130 
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(2) INFORMATIONS POUR LA SEQ ID NO : 998: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 7 90 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 9 62 54 5 9 64 9 14 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 998: 

Met Leu Val Pro Leu Ser Leu Leu Gin Lys Phe Phe Ser Ser Pro Leu 

1 5 10 15 

Ser lie Glu Glu lie Leu Gin Ala Cys Asp Arg lie Gly lie Glu Ala 

20 25 30 

Glu Cys Ser Asn Val Phe Pro Asp Ser Leu Asn Thr Val Val Thr Gly 

35 40 45 

Lys lie Leu Ser Ala Ser Pro His Pro Asp Ala Glu Arg Leu Thr Val 

50 55 60 

Ala lie Val Phe Asp Gly Lys Gly Lys Arg Gin lie lie Cys Gly Ala 
65 70 75 80 

Pro Asn Cys Arg Ala Gly lie lie Val Pro lie Ala Leu Pro Gly Ala 

85 90 95 

Lys Leu Arg Asn Ala Ser Gly Glu lie Thr Thr lie Lys Lys Ala Lys 

100 105 110 

lie Arg Gly Leu Glu Ser Gin Gly Met Cys Cys Gly Ala Asp Glu Leu 

115 120 125 

Gly Phe Pro His Leu Gin Lys Ala Gin Arg Gly lie Phe Glu Phe Pro 

130 135 140 

Ala Asp Thr Pro Leu Gly Glu Ser Ala Cys Met Leu Leu Ala Gly Ala 
145 150 155 160 

Ser Leu Glu Cys Ser Leu Thr Pro Asn Leu Gly His Cys Ala Ser Leu 

165 170 175 

Leu Gly Leu Ala Arg Glu lie Ser Phe Leu Ser Pro Val Ser Leu Asn 

180 185 190 

lie Pro Glu Glu Phe Ser Phe Ala Ser Leu Pro Gin Glu Thr Ser lie 

195 200 205 

Cys Asp Met His Asp Ala Gly Ala Cys Pro Val Phe Tyr Ser Val Lys 

210 215 220 

lie Ser Gly Leu Ser Cys Arg Arg Ser Pro Glu Tyr Leu Gin Ala Ala 
225 230 235 240 

Leu Thr Ala Leu Gly Gin Lys Pro Leu Asn Ala lie Val Asp lie Thr 

245 250 255 

Asn Tyr Val Met Leu Ser Leu Gly Gin Pro Leu His Ala Tyr Asp Ser 

260 265 270 

Gin Ala Val Glu Gin Lys Ser Leu His Ala Ala Thr Leu Gin Ser Ala 

275 280 285 

Gin Pro Leu Thr Leu Leu Asn Gin Glu Thr Tyr Thr Leu Pro Ala Gly 

290 295 300 

Ser Leu Val Val Ala Asp Gin His Asn lie Leu Gly Leu Ala Gly Val 
305 310 315 320 

Met Gly Ser Ala Ala Ser Ser Cys Ser Glu Asn Thr Thr Glu lie lie 

325 330 335 

Leu Glu Ala Ala Tyr Phe Gin Pro Gin Ala Val Arg Lys Tyr Gin Arg 
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340 

Thr He Gin Leu 
355 

Asp Pro Gin Gly 
370 

Gin Ser Leu Phe 
385 

Asp Asp Ser Phe 

Lys Arg Leu Leu 
420 

Leu Phe Ser Leu 
435 

Val Glu Val Pro 
450 

Val Glu Glu He 
465 

He Leu Pro Thr 

Ala Phe Leu Ala 
500 

Leu Asp Thr Glu 
515 

Pro Val Gin Asn 
530 

Met Leu Lys Ser 
545 

Tyr Ala Phe Glu 

Gin Glu Glu Glu 
580 

Asp Ser Trp Gin 
595 

Trp Val Glu Lys 
610 

Ser Leu Gin Pro 
625 

Ala Leu Tyr Gin 

Pro Gin Leu Cys 
660 

Glu Leu Ser Leu 
675 

His Tyr Val- Pro 
690 

He Thr He Asp 
705 

Leu Ser Phe Glu 

Tyr Gin Gly Arg 
740 

Met Val Phe Arg 
755 

Glu Glu Tyr Glu 
770 

He Gly Gin Gly 
785 



His Thr Glu Ala 
360 

Val Leu Pro Ala 
375 

Pro Asp Ala Gin 
390 

Phe Pro Leu Ser 
405 

Asp He Glu Leu 

Gly Phe Gin Thr 
440 

Ser Tyr Arg His 
455 

Cys Arg Thr Thr 
470 

Tyr Thr Pro He 
485 

Asn Gly Gly Leu 

Val Ser Ser Leu 
520 

Ser Ser Trp Lys 
535 

Ala Ala Thr Asn 
550 

He Gly Asn Val 
565 

Arg Val Ala He 

Gly Lys Thr Pro 
600 

Leu Leu Cys Gin 
615 

Ser Gin His Pro 
630 

Lys Lys His Leu 
645 

Arg Lys Ala Gin 

Asn Val Leu Leu 
680 

Tyr Pro He Tyr 
695 

Arg Asp Leu Pro 
710 

Ser Lys Trp Leu 
725 

Asp Ser Ala Ser 

Asp His Glu Arg 
760 

Arg Leu Thr Ala 
775 

Asn Ser 
790 



345 

Ala Tyr Arg Phe 

Leu His Ala Ala 
380 

He Ser Pro He 
395 

Leu Ser Val Arg 
410 

Ser Thr Ala Glu 
425 

Ala Val Glu Glu 

Asp He Gin Glu 
460 

Pro Phe Val Gin 
475 

Tyr Ser Leu Lys 
490 

Gin Gin Phe Phe 
505 

Ser Leu Gin Glu 

Leu Arg Asp Ser 
540 

Leu His Arg Gin 
555 

Tyr Ser Lys Glu 
570 

Leu Leu Ser Arg 
585 

Leu Ser Phe Tyr 

Ser Gly Ala Ser 
620 

Asn Phe His Pro 
635 

Leu Gly He Phe 
650 

He Lys His Asp 
665 

Ser Leu Lys Lys 

Pro Ala Ser Ser 
700 

Ala Asp Leu Val 
715 

Glu Ser Val His 
730 

Gin Ser Lys Asn 
745 

Thr Leu Ser Gly 

Leu Leu Asp Lys 
780 



350 

Thr Arg Gly Val 
365 

He His Met He 

Gin Lys He Gly 
400 

Pro Lys Thr He 
415 

He Val Ala Lys 
430 

Gin Ala Val Arg 
445 

Glu Thr Asp Leu 

Lys Thr Gin Lys 
480 

Arg Glu Leu Thr 
495 

Thr Cys Ser Leu 
510 

Ser Ser Leu He 
525 

Leu Leu Pro Gly 

Ala Pro Tyr Val 
560 

Gin Asn Arg Tyr 
575 

Gin Val Met Asp 
590 

Thr He Lys Gly 
605 

He Glu Asp Phe 

Tyr Gin Gin Ala 
640 

Gly Thr Leu His 
655 

Val Val Phe Ala 
67 0 

Lys Ser Gly Pro 
685 

Arg Asp He Thr 

Arg Arg Glu Leu 
720 

He Val Ser Val 
735 

Val Ser Leu Arg 
750 

Gin Glu He Glu 
765 

Lys Leu Ala Asn 
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(2) INFORMATIONS POUR LA SEQ ID NO : 999: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 256 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 9 64 9 41 9 6 57 0 8 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 999: 



lie 


Leu 


Arg 


Ser 


(jiy 


vai 


Tyr 


Ser 


Ser 


Lys 


Tyr 




C 1 1 1 
blU 


\j J- _y 




<j x y 


1 








tr 
D 










J. u 










1 S 




Cys 


Arg 


Ser 


Phe 




Cjiy 


lie 


blU 


\j iy 


Arg 




Cot- 


r* 1 \r 
\jr j.y 




Mot- 


\j JLl 1 








z u 


























Ser 


Lys 


Lys 


inr 


lie 


Lys 


Trp 


Leu 


Lys 


Pin 


Ala 


Leu 


V Cl _L 


Leu 


Q d y- 








*3 C 










a n 


















lie 


val 


Asn 


i le 


Leu 


Leu 


Leu 


Leu 


Leu 


Tip 
lie 


Tyr 


Ser 


i. ill. 


vm 


tr lie 


Arg 




D U 




















60 










Lys 


Asp 


lie 


Tyr 


Lys 


Leu 


Arg 


vai 


Fne 


Pro 


Gly 


Asn 


Leu 


jl jls 


r\Lcx 


Lys 


65 










70 










75 










80 


Ser 


Ser 


Arg 


He 


Gly 


Lys 


He 


Pro 


Glu 


Asp 


He 


Leu 


GlU 


Arg 


Leu 


Glu 










85 










90 










95 




Asn 


Ala 


Ser 


Phe 


Ala 


Asp 


Leu 


Leu 


Ala 


Leu 


Leu 


Xaa 


Glu 


Glu 


Arg 


Met 








100 










105 










110 






Val 


Phe 


Gly 


His 


Pro 


Leu 


Lys 


Ser 


Trp 


Ala 


Gin 


Gly 


Val 


Ser 


He 


Gin 






115 










120 










125 








Lys 


Tyr 


Phe 


Val 


Asp 


He 


Ala 


Pro 


Met 


Leu 


Xaa 


His 


Xaa 


Leu 


Thr 


Phe 




130 










135 










140 










He 


Lys 


Leu 


Lys 


Ser 


Pro 


Glu 


Arg 


Thr 


Trp 


Leu 


Leu 


Pro 


Asp 


He 


Asn 


145 










150 










155 










160 


Asp 


Gin 


Glu 


Phe 


Thr 


Arg 


He 


Cys 


Gin 


Tyr 


Leu 


Leu 


Thr 


Xaa 


Arg 


Phe 










165 










170 










175 




Pro 


Phe 


Ser 


Ser 


Arg 


Gly 


Phe 


Phe 


Arg 


He 


Met. 


Val 


Arg 


Asp 


Cys 


Glu 








180 










185 










190 






Ala 


Gly 


Val 


Val 


Asp 


Glu 


Asp 


Val 


Leu 


Tyr 


Arg 


Phe 


Cys 


His 


Leu 


Pro 






195 










200 










205 








Glu 


Phe 


Leu 


Tyr 


Val 


Arg 


Ser 


Leu 


Leu 


Phe 


Gly Ala 


Glu 


He 


Glu 


Ala 




210 










215 










220 










Ala 


Ser 


Val 


Ala 


Ser 


Leu 


Ala 


Arg 


Met 


He 


He 


Gin 


Gly 


Gly 


Glu 


Asp 


225 










230 










235 










240 


Leu 


Phe 


Phe 


Ser 


Leu 


Cys 


Cys 


Leu 


Glu 


Asn 


Arg 


Gin 


Thr 


Ala 


Asp 


Phe 










245 










250 










255 





(2) INFORMATIONS POUR LA SEQ ID NO : 100 0: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 277 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 9 66193 .. 9 67 023 ) 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1000: 



Asp 


Thr 


Leu 


Pro 


Phe 


Asn 


Asp 


He 


Asp 


Val 


He 


Ser 


Thr 


Met 


Arg 


Cys 


1 








5 










10 










1 b 




Ser 


Ala 


Tyr 


Cys 


Thr 


Ala 


Ser 


Ser 


Tyr 


His 


Leu 


His 


val 


Leu 


Fne 


HIS 








20 










25 










3 0 






Leu 


Leu 


Lys 


Val 


Asn 


Tyr 


Pro 


Ser 


Val 


Leu 


Ser 


Arg 


Glu 


Tyr 


vai 


Leu 






35 










40 










4 b 








lie 


Ser 


Ser 


Glu 


Glu 


Leu 


Asp 


Glu 


Ser 


Asp 


Lys 


Ala 


Ala 


Val 


Pne 


Phe 




50 










55 










oU 










Pro 


Phe 


Gly 


Val 


Cys 


Val 


Phe 


Trp 


Gly 


Trp 


Glu 


Glu 


Thr 


Glu 


(jIU 


Leu 


65 










70 










75 










o U 


Gin 


Val 


He 


Arg 


Ala 


He 


Thr 


Pro 


Ser 


Ala 


Val 


Asn 


Pro 


Leu 


Pro 


Asn 










85 










90 










y b 




Pro 


Glu 


He 


Asp 


Ser 


Tyr 


Asp 


Phe 


His 


Tyr 


Gly 


Glu 


Lys 


Leu 


bin 


lie 








100 










105 










110 






Arg 


Arg 


Asp 


Arg 


Leu 


Val 


Leu 


Thr 


Asn 


Ser 


Asn 


Leu 


Asn 


Thr 


Lys 


Leu 






115 










120 










IOC 

12 b 








Ala 


lie 


Ser 


Phe 


Gly 


Leu 


Ala 


Gin 


Ser 


He 


Lys 


Leu 


Thr 


Val 


Phe 


Glu 




130 










135 










140 










Glu 


Thr 


He 


Tyr 


Lys 


Thr 


Val 


Glu 


Asn 


Ser 


Lys 


Ser 


Leu 


Pro 


Gin 


Glu 


145 








150 










155 










ten 
1 D U 


Leu 


Ala 


Ser 


Lys 


Gly 


Lys 


He 


Ser 


Leu 


Ser 


Arg 


Lys 


Thr 


He 


Ala 


Lys 










165 










17 0 










1 / b 




Lys 


He 


Gly 


Glu 


Leu 


Phe 


Leu 


Asp 


Lys 


Ala 


Ser 


Val 


Asn 


Leu 


His 


Ser 




180 










185 










190 






Asp 


He 


Leu 


Asp 


Glu 


Pro 


Asp 


Phe 


Phe 


Trp 


Glu 


His 


Pro 


Glu 


Thr 


Gin 




195 










200 










205 








Pro 


Phe 


Tyr 


He 


Asn 


Val 


Leu 


Thr 


Cys 


Leu 


Asp 


Val 


Asn 


Ala 


Arg 


Val 




210 










215 










220 










Asn 


Val 


Leu 


Asn 


His 


Arg 


Leu 


Ala 


He 


Leu 


Gly 


Asp 


Val 


Leu 


Glu 


He 


225 










230 










235 










240 


Leu 


Asn 


Asp 


Gin 


Leu 


Asn 


His 


Gin 


His 


Ser 


Ser 


Ala 


Leu 


Glu 


Trp 


Thr 








245 










250 










255 




Val 


He 


Trp 


Leu 


He 


Ala 


Leu 


Glu 


Val 


Leu 


Val 


Thr 


Leu 


Leu 


Lys 


Asp 






260 










265 










270 






Val 


Phe 


Asn 


He 


He 

























275 



(2) INFORMATIONS POUR LA SEQ ID NO : 1001: 

<i) CARACTERISTIQUES DE _LA SEQUENCE : 

(A) LONGUEUR: 2 06 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 9 67444 9 68 0 61 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1001: 

Ser Phe Val Ser Phe Val Met Glu Lys Arg Gly Val He Val His He 
15 10 15 

Leu Val Cys Leu Leu Thr He Phe Gly Thr Leu Ser Leu Pro Ala Phe 
20 25 30 



1688 



Gly Ala His Phe Leu Ala Glu Glu Glu Gin Phe Tyr Met Asp Arg Phe 

35 40 45 

Val Phe Ser Gly Gin Tyr Pro Asp Met Glu Thr Met Glu lie His Ala 

50 55 60 

Glu Arg Lys Lys Arg Val Gin Phe Asp Val Thr Gly Ser Phe Pro Lys 
65 70 75 80 

Leu Glu Ser Val Val Tyr Lys Gly Ser Phe Gly Leu Leu Arg Ser Lys 

85 90 95 

lie Lys Gly Glu Cys Pro Glu Leu Ser Ser Val Asn Leu Ser Cys Thr 

100 105 110 

Ser Cys Arg Met Asp Leu Asp Phe Arg Gly Glu Trp Lys Lys Asn Ala 

115 120 125 

Ser lie Tyr lie Arg Asn Glu Gin Glu Pro lie Thr lie Met Leu Pro 

130 135 . 140 

Lys Asp lie Gly Val Val Val Tyr Thr Gin Val Asp Met Asn Ser Lys 
145 150 155 160 

Val Val Ala Glu Gly Ser Leu lie Lys Arg Gly Arg Gly Phe Trp Lys 

165 170 175 

Lys Thr Phe Arg Asn Ser Leu Val Gly Glu Ser Pro Val Thr Leu Thr 

180 185 190 

Phe His Val Glu Thr Arg Asn Gly Gly Val lie Phe Leu Arg 
195 200 205 



(2) INFORMATIONS POUR LA SEQ ID NO: 1002: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 280 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 9 680 64 9 68 9 03 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1002: 

Arg Lys Leu Ser Ala His Arg Phe Phe lie Pro Lys Asp Lys Asn lie 

1 5 10 15 

Arg Phe Leu Pro Arg Asp Ser Phe lie Phe Ser Thr Asp Glu Leu Leu 

20 25 30 

Tyr Pro Tyr lie Phe Met Gin lie Thr Leu Pro Gly Val Val Leu Thr 

35 _ 40 45 

Asn Ser Pro Ala Glu Lys Gin His Val lie Val Lys lie Phe Ser Pro 

50 55 60 

Ala Gly Leu Leu Ser Ala Phe Ala Lys Asn Gly Ala Ser Leu Ser Cys 
65 70 75 80 

Asp Phe Arg Glu Ser Leu Phe Pro lie Ser Phe Ser Leu Phe Thr lie 

85 90 95 

Gin Gin Ser Pro Pro Lys Met Arg Lys Val lie Gin Gly Glu Leu Gin 

100 105 110 

Asn Pro Phe Thr Thr lie Lys Ser Ser Tyr Pro Leu Leu Gin Ser Ala 

115 120 125 

Gly Lys Met lie Gin Ala lie Leu Lys Thr Gin Trp His Glu Lys Pro 

130 135 140 

Ser Pro His Leu Phe Ser Leu Phe Phe Asn Phe Leu Gin Arg lie Pro 
145 150 155 160 

Glu Thr G]n Tyr Pro Asn Phe Phe Ser Ser Met Phe Leu Leu Lys Leu 
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165 










170 










175 




Leu 


Gin 


His 


Glu 


Gly 


Ser 


Leu 


Asp 


Leu 


Ser 


Arg 


Ser 


Cys 


Thr 


Leu 


Cys 








180 










185 










190 






Lys 


Thr 


Ser 


Leu 


Glu 


Ser 


Ser 


Thr 


He 


Tyr 


Arg 


Tyr 


Glu 


Gly 


Ala 


Leu 




19 5 










inn 










£t \J ZD 








Phe 


Cys 


Glu 


Lys 


His 


Ala 


His 


Glu 


Glu 


Thr 


He 


Ser 


Phe 


Ser 


Gin 


Glu 




210 










215 










220 










Glu 


Asp 


His 


He 


Leu 


Arg 


Val 


He 


Val 


Gin 


Ala 


Lys 


Lys 


Phe 


Gin 


Glu 


225 








230 










235 










240 


Leu 


Val 


Cys 


Leu 


Ala 


Glu 


Phe 


Pro 


He 


Asp 


He 


Asp 


Thr 


Lys 


He 


Asp 








245 










250 










255 




Ala 


Leu 


Phe 


Ser 


Ser 


Phe 


Leu 


Ser 


Glu 


Thr 


Ser 


Glu 


Pro 


Ser 


Ser 


Leu 








260 










265 










270 






Tyr 


Tyr 


Lys 


Gly 


Lys 


Thr 


Leu 


Leu 



















275 280 



(2) INFORMATIONS POUR LA SEQ ID NO: 1003: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 86 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 9 6 9 528 97 0 685 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1003: 



Met 


Ser 


He 


Glu 


His 


He 


Leu 


He 


He 


Asp 


Asp 


Asp 


Pro 


His 


He 


Leu 


1 








5 










10 










15 




Ala 


Leu 


Leu 


Ser 
20 


Glu 


He 


Leu 


Gly 


Ala 
25 


Arg 


Asn 


Phe 


Ser 


Val 
30 


Ser 


Ser 


Ala 


Pro 


Gly 
35 


Val 


Lys 


Gin 


Ala 


He 
40 


Lys 


Gin 


He 


Ser 


Asn 
45 


Cys 


Pro 


Phe 


Asp 


Leu 


He 


He 


Ser 


Asp 


Met 


Asn 


Met 


Pro 


Asp 


Gly 


Ser 


Gly 


Leu 


Asp 


50 










55 










60 










He 


He 


Gin 


Tyr 


Thr 


Lys 


Gin 


His 


Arg 


Pro 


Gin 


Thr 


Pro 


He 


Leu 


Val 


65 










70 










75 










80 


He 


Thr 


Ala 


Phe 


Gly 
85 


Thr 


He 


Gin 


Asn 


Ala 
90 


Val 


Glu 


Ala 


Met 


Arg 
95 


Phe 


Gly 


Ala 


Phe 


Asn 


Tyr 


Leu 


Thr 


Lys 


Pro 


Phe 


Ser 


Pro 


Asp 


Ala 


Leu 


Phe 






100 










105 










110 






Thr 


Leu 


He 
115 


Ala 


Lys 


Ala 


Glu 


Glu 
120 


Leu 


Gin 


Ala 


Leu 


Gin 
125 


Gin 


Asp 


Asn 


Leu 


Phe 
130 


Leu 


Gin 


Ser 


Gin 


Gly 
135 


Ser 


Ser 


He 


Ser 


His 
140 


Pro 


Leu 


He 


Ala 


Glu 


Ser 


Pro 


Ser 


Met 


Lys 


Gin 


Leu 


Leu 


Asp 


Lys 


Ala 


Arg 


Arg 


Ala 


Ala 


145 










150 










155 










160 


Asn 


Ser 


Ser 


Ala 


Asn 
165 


He 


Phe 


Val 


His 


Gly 
170 


Glu 


Ser 


Gly 


Cys 


Gly 
175 


Lys 


Glu 


Asn 


Leu 


Ser 
180 


Phe 


Phe 


He 


His 


Lys 
185 


His 


Ser 


Pro 


Arg 


Ser 
190 


Thr 


Lys 


Pro 


Tyr 


He 
195 


Lys 


Val 


Asn 


Cys 


Ala 
200 


Ala 


He 


Pro 


Asp 


Thr 
205 


Leu 


Leu 


Glu 


Ser 


Glu 
210 


Phe 


Phe 


Gly 


His 


Glu 
215 


Lys 


Gly 


Ala 


Phe 


Thr 
220 


Gly 


Ala 


Thr 


Thr 



Lys Lys Val Gly Arg 
225 

Asp Glu lie Thr Glu 
245 

Ala lie Gin Glu Gin 
260 

Pro Val Asn lie Arg 
275 

Ala lie Glu Thr Lys 
290 

Val lie Ser Leu His 
305 

Leu Pro Leu Ala His 
325 

Lys Pro Pro Lys Thr 
340 

Tyr Ser Trp Pro Gly 
355 

Thr Val lie Leu Glu 

370 
Leu Leu 
385 



(2) INFORMATIONS POUR LA SEQ ID NO: 1004: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 261 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 97 1024 97 1806 ) 



(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1004:. 



Glu 


Lys 


Glu 


Asn 


Trp 


Glu 


Leu 


Met 


Pro 


Lys 


He 


Asp 


Thr 


Cys 


Asp 


Ser 


1 








5 










10 










15 




Cys 


Val 


Ser 


Asn 


Thr 


Glu 


Leu 


Leu 


Ala 


He 


Arg 


Thr 


Arg 


Val 


Thr 


Gin 








20 










25 










30 






Ser 


Tyr 


Asn 


Glu 


Ala 


Gin 


Thr 


He 


Leu 


Ser 


Ser 


He 


Pro 


Asp 


Gly 


He 






35 










40 










45 








Phe 


Leu 


Leu 


Ser 


Glu 


Ser 


Gly 


Glu 


He 


Leu 


He 


Cys 


Asn 


Pro 


Gin 


Ala 




50 










55 










60 










Arg 


Ala 


He 


Leu 


Gly 


He 


Pro 


Lys 


Asp 


He 


Gin 


Leu 


Val 


Thr 


Arg 


Arg 


65 










70 










75 










80 


Phe 


His 


Asp 


Phe 


Phe 


Pro 


Asp 


Thr 


Phe 


Phe 


Gly 


Phe 


Ser 


Val 


Gin 


Glu 










85 










90 










95 




Ala 


Leu 


GlU 


Lys 


Glu 


Val 


Pro 


Pro 


Lys 


Thr 


He 


Arg 


Leu 


Thr 


Leu 


Ser 








100 










105 










110 






Gin 


Glu 


Leu 


Ser 


Gin 


Lys 


Glu 


Val 


Glu 


Val 


Phe 


Val 


Arg 


Lys 


Asn 


He 






115 










120 










125 








Ser 


His 


Gly 


Phe 


Leu 


Phe 


Leu 


Leu 


He 


Arg 


Asp 


Arg 


Ser 


Asp 


Tyr 


Arg 




130 










135 










140 










Gin 


Leu 


Glu 


Gin 


Ala 


He 


Glu 


Lys 


Tyr 


Arg 


Ser 


He 


Ser 


Glu 


Leu 


Gly 


145 










150 










155 










160 


Lys 


He 


Ala 


Ala 


Thr 


Leu 


Ala 


His 


Glu 


He 


Arg 


Asn 


Pro 


Leu 


Thr 


Ser 
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Phe Glu Leu Ala His 
230 

He Pro He His Leu 
250 

Glu Phe Xaa His He 
265 

Phe Leu Ala Thr Ser 
280 

Val Leu Arg Gin Asp 
295 

He Pro Pro Leu Arg 
310 

Tyr Tyr Leu Glu Lys 
330 

Leu Ser Leu Glu Ala 
345 

Asn Val Arg Glu Leu 
360 

Asn Asp Pro Ala He 
375 



Gin Gly Thr Leu Leu Leu 
235 240 
Gin Ala Lys Leu Leu Arg 
255 

Gly Gly He Lys Thr Leu 
270 

Asn Arg Asp Leu Glu Glu 
285 

Leu Tyr Tyr Arg Leu Ser 
300 

Asp Arg Lys Glu Asp He 
315 320 
Phe Cys Lys Met Asn Asn 
335 

Gin Arg Asn Leu Leu Asp 
350 

Ser Asn Val Leu Glu Arg 
365 

Thr Pro Ser Met Leu Ala 
380 
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165 170 175 

lie Ser Gly Phe Ala Thr Leu Leu Lys Glu Glu Leu Ser Ser Glu Arg 

180 185 190 

His Gin Arg Met Leu Asn Val lie lie Glu Gly Thr Arg Ser Leu Asn 

195 200 205 

Ser Leu Val Ser Ser Met Leu Glu Tyr Thr Lys lie Gin Pro Leu Asn 

210 215 220 

Leu Arg Ser lie Asp Leu Gin Asp Phe Phe Ser Ser Leu lie Pro Glu 
225 230 235 240 

Leu Ser Leu Thr Phe Leu Leu Val His Leu Glu Glu Pro Ser Tyr Leu 

245 250 255 

Leu Tyr Ser Ala Leu 
260 



(2) INFORMATIONS POUR LA SEQ ID NO : 1005: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 222 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 9723 88 973 053 ) 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1005: 

Ala Phe Phe His Ser Ala Gly Asn Phe Met Asn Leu lie Leu Leu Leu 

15 10 15 

Thr Leu Cys Leu Ser Ser Leu Leu Ser Gly Cys Ser Thr Asp Asn Arg 

20 25 30 

Gin Thr Ser Tyr He Glu Ala Ala Arg He Thr Thr Gin Ser Ser Gly 

35 40 45 

Ser Leu He Leu Tyr Pro Val He Glu Pro Arg Ser Ala Pro Thr Tyr 

50 55 60 

His Trp Pro Thr Pro Lys Ser Pro Val He Thr Asn Tyr Ser Phe His 
65 70 75 80 

Cys His Gly Thr Ser Gly Ser Leu Ser Thr Glu Glu Thr Leu Val Phe 

85 90 95 

Asp Cys Asn Gly He Lys His Leu Ala Lys Pro Phe Ser He His Pro 

100 105 HO 

Leu Leu Val Thr He Ala Gin Tyr He His His His Phe Pro He Thr 

115 120 125 

He Glu Glu Gly Tyr Cys Cys Pro Met His Tyr Lys Phe Leu Leu Thr 

130 135 140 

Ser Asp Thr Ser He Ser Glu Gin His Cys Lys Gly Leu Ala Ala He 
145 150 155 160 

Val Ser Thr Gin Gin Pro Val Ser Pro Gin Met Leu Ala Pro He Leu 

165 170 175 

Ser Lys Leu Tyr Arg Gly Leu Pro Leu Pro Ser Lys Thr Phe Thr Leu 

180 185 190 

Ser His Asn Thr He Gin Asn Glu Asp Phe He He Thr Ser Thr Phe 

195 200 205 

Lys Lys Gly Lys Pro Val Leu Val He Glu Val His His Glu 
210 215 220 
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(2) INFORMATIONS POUR LA SEQ ID NO: 1006: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 67 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 97374 6 .. 974 54 6 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 100 6: 



Met 


Thr 


Lvs 


Lvs 


He 


Val 


Leu 


Gin 


He 


Ala 


Tvr 


Gin 


Glv 


Thr 


Ser 


Tvr 


1 








5 










10 










15 




Ser 


Glv 


Trr> 


Gin 


Tvr 


Gin 


Pro 


Asn 


Ala 


Leu 


Ser 


He 


Gin 


Glu 


Val 


Leu 








20 










25 










30 






Lys 


Thr 


He 


Leu 


Lvs 


Lvs 


He 


Ala 


Glv 


Phe 


Arg 


He 


Ser 


Val 


He 


Ser 






35 










40 










45 








Ser 


Glv 


Arg 


Thr 


Asp 


Ala 


Glv 


Val 


His 


Ala 


Gin 


Glv 


Gin 


He 


Ala 


His 




50 










55 










60 










Phe 


His 


Cvs 


Pro 


Asp 


His 


Pro 


His 


Phe 


Thr 


Asp 


Pro 


Aro: 


Gin 


He 


Gin 


65 










70 










75 










80 


Lys 


Met 


Leu 


Asn 


Ala 


Leu 


Leu 


Pro 


His 


Asp 


He 


Val 


He 


Arg 


Asp 


Ala 










85 










90 










95 




Val 


Met 


Thr 


Asp 


Gly 


Asp 


Phe 


His 


Ser 


Arg 


Phe 


Ser 


Ala 


He 


Ala 


Lys 








100 










105 










110 






Glu 


Tyr 


Arg 


Tyr 


Thr 


Leu 


Ser 


Leu 


Leu 


Pro 


Lys 


Pro 


Leu 


Pro 


His 


His 






115 










120 










125 








Arg 


Leu 


Phe 


Cys 


Phe 


Ser 


Pro 


Arg 


Tyr 


Lys 


Leu 


Asn 


He 


Ala 


Arg 


Met 




130 










135 










140 










Gin 


Glu 


Ala 


Ala 


Gin 


Tyr 


Leu 


Val 


Gly 


Thr 


His 


Asp 


Phe 


Ala 


Ser 


Phe 


145 










150 










155 










160 


Ala 


Asn 


Leu 


Gly 


Arg 


Glu 


Tyr 


Ser 


Ser 


Thr 


He 


Arg 


Thr 


Leu 


Tyr 


Thr 










165 










170 










175 




Leu 


Asp 


Leu 


Ser 


Glu 


Gin 


Glu 


His 


Leu 


Val 


Thr 


Val 


He 


Cys 


Arg 


Gly 








180 










185 










190 






Asn 


Gly 


Phe 


Leu 


Tyr 


Lys 


Met 


Val 


Arg 


Asn 


He 


Val 


Gly 


Ala 


Leu 


Leu 






195 










200 










205 








Asp 


He 


Gly 


Lys 


Gly 


Lys 


Tyr 


Pro 


Pro 


Glu 


His 


Leu 


Leu 


Asp 


Met 


Leu 




210 










215 










220 










Ala 


Thr 


Lys 


Asp 


Arg 


Arg 


Lys 


Gly 


Pro 


Pro 


Ser 


Ala 


Pro 


Pro 


Tyr 


Gly 


225 










230 










235 










240 


Leu 


Ser 


Leu 


His 


His 


Val 


Cys 


Tyr 


Pro 


Pro 


Pro 


Tyr 


Gin 


Trp 


Phe 


Cys 










245 










250 










255 




Lys 


His 


Glu 


His 


Asn 


Asn 


Ser 


Ser 


Glu 


Gly 


Lys 













260 265 



(2) INFORMATIONS POUR LA SEQ ID NO: 1007: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 222 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 
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(viii) POSITION DANS LE GENOME: complement { 974558 .. 97 5223 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1007: 



Gly Ala 


Ser 


Met 


Asn 


Leu 


Ser 


Cys 


Ser 


Leu 


Val 


Leu 


Leu 


Gly 


Gly 


Gly 


1 








5 










1U 










1 ^ 

± D 




Lys 


Gly 


Glu 


Arg 


Phe 


Asn 


Ser 


Leu 


Gin 


Pro 


Lys 


Gin 


Tyr 


Thr 


His 


Leu 






20 










o c 
Z o 
















Cys 


Gly 


Glu 


Pro 


Leu 


lie 


Leu 


His 


Ala 


Leu 


HIS 


Ala 


Tyr 


bin 


Arg 


L6U 


3 5 










a r\ 
4 U 


















Pro 


Phe 
50 


Val 


Gin 


Glu 


Val 


Val 
55 


val 


vai 


Cys 


L»1U 


D U 


bin 


lyr 


Arg 


Glu 


Leu 


Phe 


Leu 


Pro 


Tyr 


Ser 


val 


Lys 




Ala 


Ser 


Pro 


b JLy 


X III. 


T .01 1 
J_ttr U. 


Arg 


65 










70 










/ b 










0 U 


Gin 


Asp 


Ser 


Val 


Phe 


Ser 


Gly 


Leu 


Gin 


Gin 


Val 


Phe 


Thr 


Pro 


Trp 


Val 








85 










q n 
y u 










q s 




Cys 


lie 


His 


Asp 


Gly 


Val 


Arg 


Pro 


Phe 


Val 


Tyr 


Ala 


Asp 


Glu 


Val 


He 






1UU 




















110 






Glu 


Val 


Cys 
115 


Ser 


Ala 


Ala 


Arg 


Lys 
120 


Thr 


Gly 


Ala 


Ala 


Ala 
125 


Leu 


Ala 


Ser 


Pro 


Ala 
130 


Thr 


Tyr 


Thr 


He 


Lys 
135 


Ser 


Cys 


Ala 


Pro 


Val 
140 


Arg 


Thr 


Leu 


Asp 


Arg 


Asp 


Ala 


Leu 


Ala 


Val 


He 


His 


Thr 


Pro 


Gin 


Cys 


Leu 


Asp 


Thr 


Glu 


145 








150 










155 










160 


Val 


Leu 


Arg 


Glu 


Gly 


Leu 


Leu 


Leu 


Ala 


Arg 


Ala 


Met 


Asp 


Phe 


Ser 


Leu 








165 










170 










175 




Ser 


Asp 


Asp 


Thr 


Glu 


Ala 


Ala 


Glu 


Leu 


Leu 


Gly 


He 


Glu 


Pro 


Thr 


Leu 






180 










185 










190 






Val 


Phe 


Ser 
195 


Asn 


Arg 


Val 


Gin 


He 
200 


Lys 


Val 


Thr 


Tyr 


Pro 
205 


Glu 


Asp 


Leu 


Leu 


Phe 
210 


Ala 


Glu 


Thr 


Leu 


Leu 
215 


Ser 


Lys 


Ser 


Ser 


Thr 
220 


Tyr 


Lys 







(2) INFORMATIONS POUR LA SEQ ID NO: 1008: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 2 61 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 975207 975989 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1008: 

Ala Phe Leu Lys Lys Val Ser Arg Lys He Ser Ser Leu Ser Pro Asp 

1 5 10 15 

He Leu Val Phe Thr Gly Asp Phe Val Cys Arg Ala Lys Val Glu Thr 

20 25 30 

Pro Glu Arg Leu Lys His Phe Leu Cys Ser Leu His Ala Pro Leu Gly 

35 40 45 

Cys Phe Ala Cys Leu Gly Asn His Asp Tyr Ala Thr Tyr Val Ser Arg 

50 55 60 

Asp He His Gly Lys He Asn Thr He Ser Ala Met Asn Ser Arg Pro 
65 70 75 80 
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Levi 


Lys 


Aro^ 


£\ X cx 


Phe 


Thr 


Ser 


Val 


xy x 


Gin 


Ser 


Leu 


Phe 


Ala 


Ser 


Ser 










85 










90 










95 




Arg 


Asn 


bill 


"DVi o 
Irxl 


SI a 
£\XCX 


Asp 


X 11X 


T ,oi l 
Ijt: U. 


len 
noli 




VJlll 


Tip 

x x t; 


Pro 


As n 


Pro 


His 








100 










105 










110 






Leu. 


vai 


Ser 


T "I o 

x x e 




Arg 


Asn 


Thr 


Pro 


rut; 


Gin 


Leu 


Leu 


His 


Asn 


Gin 






1 1 c 

± ±o 










120 










125 








Ser 


a j. a. 


Thr 


Ljeu 


Ser 


Asp 


Thr 


He 


Asn 


He 


Val 


Gly 


Leu 


Gly 


Asp 


Phe 














13 5 










140 










rile 


Ala 


Lys 


Pin 
lj3 X 11 


P"h o 




Pro 


Lys 


Lys 


Ala 


Phe 


Thr 


Asn 


xy x 


Asn 


Pro 


x *± Z> 










X J u 










155 










160 


1 1137 


Leu 


Pro 




Tie* 

X X fc- 


Tip 
lie 


Leu 


Ser 


His 


Asn 


Pro 


Asp 


Thr 


He 


His 


His 










165 










170 










175 




Leu. 


Gin 


Asp 


xy x 


Pro 


GlV 


Asp 


Val 


Val 


Phe 


Ser 


GlV 

J: 


His 


Ser 


His 


Gly 








180 










185 










190 






Pro 


Gin 


lie 


Ser 


Leu 


Pro 


Trp 


Pro 


Lys 


Phe 


Ala 


Asn 


Thr 


He 


Thr 


Asn 






195 










200 










205 








Lys 


Leu 


Ser 


Gly 


Leu 


Glu 


Asn 


Pro 


Glu 


Leu 


Ala 


Arg 


Gly 


Leu 


Phe 


Ser 




210 










215 










220 










Phe 


Pro 


Glu 


Glu 


Ser 


Arg 


Leu 


Leu 


Tyr 


Val 


Asn 


Arg 


Gly 


Leu 


Gly 


Gly 


225 










230 










235 










240 


Trp 


Lys 


Arg 


He 


Arg 


Phe 


Cys 


Ser 


Pro 


Pro 


Glu 


He 


Cys 


Leu 


Met 


Arg 










245 










250 










255 




Cys 


Leu 


Tyr 


Glu 


Pro 

























260 



(2) INFORMATIONS POUR LA SEQ ID NO: 1009: 

(i) CARACTERI STIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 89 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : complement ( 97 62 54 97 652 0 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 10 09: 



Glu 


Ser 


Ser 


Met 


Ser 


Gin 


Asn 


Lys 


Asn 


Ser 


Ala 


Phe 


Met 


Gin 


Pro 


Val 


1 








5 










10 










15 




Asn 


Val 


Ser 


Ala 


Asp 


Leu 


Ala 


Ala 


He 


Val 


Gly Ala 


Gly 


Pro 


Met 


Pro 








20 










25 










30 






Arg 


Thr 


Glu 
35 


He 


He 


Lys 


Lys 


Met 
40 


Trp 


Asp 


Tyr 


He 


Lys 
45 


Glu 


Asn 


Ser 


Leu 


Gin 
50 


Asp 


Pro 


Thr 


Asn 


Lys 
55 


Arg 


Asn 


He 


Asn 


Pro 
60 


Asp 


Asp 


Lys 


Leu 


Ala 


Lys 


Val 


Phe 


Gly 


Thr 


Glu 


Lys 


Pro 


He 


Asp 


Met 


Phe 


Gin 


Met 


Thr 


65 










70 










75 










80 


Lys 


Met 


Val 


Ser 


Gin 
85 


His 


He 


He 


Lys 

















(2) INFORMATIONS POUR LA SEQ ID NO : 1010: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 104 acides amines 

(B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
( i i i ) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 97 6588 976899 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 1010: 

Val Tyr Arg Gin Asn Lys Lys His Ser Gin Val Phe Ser Lys Lys Arg 

15 10 15 

Gly Lys Ser Glu Leu Glu Asn Asp Leu Phe Leu Gly Leu Leu Arg Lys 

20 25 30 

Lys Leu lie Pro Lys Arg Arg Ser Cys Tyr His Glu Arg Val Leu Ala 

35 40 45 

Val Thr Ala Thr Val lie Val Glu lie Thr Gly Lys Glu Asn Ser Ser 

50 55 60 

Leu Lys Lys Lys Ser Leu Lys Leu Asp lie Leu Arg Lys Val Ser Lys 
65 70 75 80 

lie Met His Glu Asn Phe Asp Lys Arg Leu Glu Val Leu Leu Glu Gly 

85 90 95 

Leu Ala Leu Thr Arg Arg Ser Leu 
100 



(2) INFORMATIONS POUR LA SEQ ID NO : 1011: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 2 50 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 97 6886.-977 63 5 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1011: 



Leu 


Gly 


Gly 


Leu 


Phe 


Asp 


Pro 


Glu 


Gly 


Lys 


Glu 


Asn 


Glu 


Leu 


Lys 


Glu 


1 






5 










10 










15 




Leu 


Glu 


Gin 


Gin 


Ala 


Val 


Gin 


Asp 


Gly 


Phe 


Trp 


Asp 


Asp 


Val 


Ala 


Arg 








20 










25 










30 






Ala 


Gly 


Lys 


He 


Ser 


Glu 


Arg 


He 


Ala 


Arg 


Leu 


Lys 


Gin 


Gin 


Leu 


Ser 






35 










40 










45 








Glu 


Phe 


Asn 


Glu 


Leu 


Lys 


Asn 


Lys 


Val 


Ser 


Thr 


He 


Gin 


Phe 


Phe 


Leu 




50 










55 










60 










Glu 


Asp 


Glu 


Glu 


Ser 


Ser 


Lys 


Asp 


Leu 


Glu 


Met 


Gin 


Lys 


Glu 


Leu 


Glu 


65 










70 










75 










80 


Lys 


GlU 


Phe 


Val 


Phe 


Cys 


Glu 


Lys 


Lys 


He 


Thr 


Glu 


Trp 


GlU 


Thr 


Leu 








85 










90 










95 




Arg 


Leu 


Leu 


Ser 


Gly 


Glu 


Leu 


Asp 


Arg 


Asn 


Ser 


Cys 


Phe 


Leu 


Ser 


He 








100 










105 










110 






Asn 


Ala 


Gly 


Ala 


Gly 


Gly 


Thr 


Glu 


Ser 


Cys 


Asp 


Trp 


Val 


Glu 


Met 


Cys 






115 










120. 










125 








Cys 


Ala 


Cys 


He 


Cys 


Asp 


Gly 


Leu 


Val 


Val 


He 


Ser 


Trp 


Arg 


Val 


Glu 




130 










135 










140 










Val 


He 


Asp 


Arg 


Leu 


Asp 


Gly 


Glu 


Val 


Ala 


Gly 


He 


Lys 


His 


He 


Thr 


145 










150 










155 










160 
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Leu 


Lys 


Leu 


Val 


Gly 


Glu 


Tyr 


Ala 


Tyr 


Cjiy 


Tyr 


Ala 


Lys 


TV 1 _ 

Ala 


Glu 


Ser 










J. O -J 










17 0 










1 7 R 




Gly 


Val 


His 


Arg 


Leu 


Val 


Arg 


He 


Ser 


Pro 


Phe 


Asp 


Ser 


Asn 


Ala 


Lys 








180 










185 










190 






Arg 


His 


Thr 


Ser 


Phe 


Ala 


Ser 


Val 


Glu 


Val 


Phe 


Pro 


Glu 


He 


Asp 


Asp 






195 










200 










205 








Lys 


He 


Glu 


Val 


Glu 


He 


His 


Pro 


Gly 


Asp 


He 


Arg 


He 


Asp 


Thr 


Tyr 




210 










215 










220 










Arg 


Ser 


Ser 


Gly 


Ala 


Gly 


Gly 


Gin 


His 


Val 


Asn 


Val 


Thr 


Asp 


Ser 


Ala 


225 










230 










235 










240 


Val 


Arg 


He 


Thr 


Gin 


Xaa 


Leu 


Arg 


Glu 


Leu 















245 250 



(2) INFORMATIONS POUR LA SEQ ID NO: 1012: 

(i) CARACTER I ST IQUES DE LA SEQUENCE: 

(A) LONGUEUR: 91 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 977661 .. 977 933 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1012: 



Ser 


Asn 


Ser 


Lys 


Pro 


Arg 


Ser 


Leu 


Tyr 


Glu 


Tyr 


Leu 


Arg 


Ala 


Arg 


He 


1 








5 










10 










15 




Tyr 


Gin 


Lys 


Leu 


Leu 


Gin 


Glu 


Arg 


Leu 


Glu 


Lys 


Gin 


Asn 


He 


Asp 


Arg 








20 










25 










30 






Lys 


Asn 


Lys 


Lys 


Glu 


He 


Ser 


Trp 


Gly 


Ser 


Gin 


He 


Arg 


Asn 


Tyr 


Val 






35 










40 










45 








Phe 


Gin 


Pro 


Tyr 


Thr 


Leu 


Val 


Lys 


Asp 


Val 


Arg 


Thr 


Gly 


Tyr 


Glu 


Val 




50 










55 










60 










Gly 


Asn 


He 


Gin 


Ala 


Met 


Met 


Asp 


Gly 


Glu 


Leu 


Leu 


Asp 


Ala 


Phe 


He 


65 










70 










75 










80 


Lys 


Ala 


Tyr 


Leu 


Val 


Asp 


Tyr 


Gly 


Glu 


He 


Thr 













85 90 



(2) INFORMATIONS POUR LA SEQ ID NO: 1013: 

(i) CARACTER I ST IQUES DE LA SEQUENCE: 

(A) LONGUEUR: 172 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire. 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 977 9 18 97843 3 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1013: 

Leu Trp Arg Asn Tyr Met Thr Thr Met Arg Asp Pro Leu Leu Glu He 

1 5 10 15 

Arg Tyr Thr Val Pro Glu Asp Ala His Tyr Met Arg Leu Trp Leu Asn 
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20 










25 










30 






Asp 


Pro 


Lys 


He 


Leu 


Arg 


Gly 


Phe 


Pro 


Leu 


Lys 


Thr 


Glu 


Ala 


Glu 


He 




35 










40 










45 








Arg 


Asp 


Ser 


Val 


Asn 


Phe 


Trp 


Val 


Ser 


Phe 


Tyr 


Arg 


Cys 


Arg 


Ser 


Ser 


50 










55 










60 








He 


Leu 


Thr 


Ala 


Val 


Tyr 


Asn 


Gly 


Glu 


Val 


Ala 


Gly 


Val 


Ala 


Thr 


Leu 


65 








70 










75 








He 


80 


Leu 


Asn 


Pro 


iy r 


Val 


Lys 


Val 


Ala 


His 


His 


Ser 


Leu 


Leu 


Ser 


lie 








85 










90 










ft c 




Val 


Gly 


Glu 


Lys 


Phe 


Arg 


Asn 


Lys 


Gly 


Val 


Gly 


Thr 


Ala 


Leu 


Leu 


Asn 






100 










105 










110 






Asn 


Leu 


Leu 


His 


Leu 


Gly 


Lys 


Thr 


Gin 


Leu 


Lys 


Leu 


Glu 


Leu 


Val 


Tyr 






115 










120 










125 








Leu 


Glu 


Val 


Tyr 


Glu 


Gly 


Asn 


Pro 


Ala 


He 


His 


Leu 


Tyr 


Glu 


Arg 


Phe 




130 










135 










140 










Gly 


Phe 


Val 


Glu 


Val 


Gly 


Arg 


Gin 


Lys 


Thr 


Phe 


Tyr 


Lys 


Asp 


Glu 


Leu 


145 










150 










155 










160 


Gly 


Tyr 


Leu 


Ala 


Lys 


He 


Thr 


Met 


Glu 


Arg 


Val 


Leu 














165 










170 















(2) INFORMATIONS POUR LA SEQ ID NO : 1014: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 122 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 

(Viii) POSITION DANS LE GENOME: 978619 978984 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1014: 



Met 


Ala 


Gly 


His 


Ser 


Lys 


Trp 


Ala 


Asn 


Thr 


Lys 


His 


Arg 


Lys 


GlU 


Arg 


1 






5 










10 










15 




Ala 


Asp 


His 


Lys 


Lys 


Gly 


Lys 


He 


Phe 


Ser 


Arg 


Thr 


He 


Lys 


Glu 


Leu 






20 










25 










30 






He 


Ser 


Ala 


Val 


Lys 


Met 


Gly 


Gly 


Pro 


Asp 


Pro 


Lys 


Ser 


Asn 


Ala 


Arg 






35 










40 










45 








Leu 


Arg 


Met 


He 


He 


Gin 


Lys 


Ala 


Lys 


Asp 


Gin 


Asn 


He 


Pro 


Asn 


Glu 




50 










55 










60 










Asn 


He 


Glu 


Arg 


Asn 


Leu 


Lys 


Lys 


Ala 


Ser 


Ser 


Ala 


Asp 


Gin 


Lys 


Asn 


65 








70 










75 










80 


Tyr 


GlU 


GlU 


Val 


Thr 


Tyr 


Glu 


Leu 


Tyr 


Gly 


Phe 


Gly 


Gly 


Val 


Gly 


He 








85 










90 










95 




He 


Val 


GlU 


Ala 


Met 


Thr 


Asp 


Asn 


Lys 


Asn 


Arg 


Thr 


Ala 


Ser 


Asp 


Met 








100 










105 










110 






Arg 


Val 


Pro 


Leu 


Thr 


Asn 


GlU 


Val 


Gly 


Leu 















115 120 



(2) INFORMATIONS POUR LA SEQ ID NO : 1015: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 133 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 
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(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: 978933 97933 1 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1015: 



Glu 


Pro 


His 


Ser 


Leu 


Gly 


Tyr 


Ala 


Arg 


Thr 


Val 


Asn 


Lys 


Arg 


Gly 


Gly 


1 








5 










10 










15 




Ala 


Leu 


Val 


Glu 
20 


Pro 


Gly 


Ser 


Val 


Leu 
25 


Tyr 


Asn 


Phe 


Ser 


Arg 
30 


Lys 


Gly 


Ala 


Cys 


Tyr 
35 


Val 


Pro 


Lys 


His 


Ser 
40 


He 


Asp 


Glu 


Ala 


Ser 
45 


Leu 


Leu 


Thr 


His 


Val 
50 


He 


Asp 


Cys 


Gly 


Gly 
55 


Glu 


Asp 


Leu 


Asp 


Ser 
60 


Asp 


Asp 


Glu 


Glu 


Phe 


Phe 


Leu 


Val 


Leu 


Cys 


Glu 


Pro 


Thr 


Asp 


Leu 


Ala 


Ser 


Val 


Lys 


Glu 


65 










70 










75 










80 


Ala 


Leu 


Leu 


Ala 


Lys 
85 


Gly 


Val 


Thr 


Cys 


Ser 
90 


Glu 


Glu 


Arg 


Leu 


He 
95 


Tyr 


Val 


Pro 


Leu 


Arg 
100 


Leu 


Val 


Asp 


Cys 


Asp 
105 


Glu 


Glu 


Thr 


Gly 


Lys 
110 


Ser 


Asn 


Leu 


Ala 


Leu 
115 


He 


Glu 


Trp 


Leu 


Glu 
120 


Asn 


He 


Asp 


Asp 


Val 
125 


Asp 


Asp 


Val 


Tyr 


His 


Asn 


Met 


Ala 

























130 



(2) INFORMATIONS POUR LA SEQ ID NO: 1016: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 603 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 979389 981197 ) 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 1016: 



Val 


Thr 


Gin 


Lys 


He 


Arg 


Val 


Val 


Val 


Gin 


Gin 


Gin 


His 


Ser 


He 


Leu 


1 








5 










10 










15 




Tyr 


Arg 


Gly 


Ser 


Ser 


Tyr 


Thr 


Thr 


Gly 


Pro 


Arg 


Asn 


Glu 


Gly 


Val 


Phe 








20 










25 










30 






Gly 


Pro 


Gly 


Pro 


Glu 


Gly 


Leu 


Pro 


Asp 


Met 


Ser 


Leu 


Pro 


Ser 


Tyr 


Asp 






35 










40 










45 








Pro 


Thr 


Asn 


Lys 


Thr 


Ser 


Leu 


Leu 


Thr 


Phe 


Leu 


Ser 


Asn 


Pro 


His 


Val 




50 










55 










60 










Lys 


Xaa 


Lys 


Met 


Leu 


Glu 


Asn 


Ser 


Gly 


His 


Phe 


Val 


Phe 


He 


Asp 


Thr 


65 










70 










75 










80 


Asp 


Arg 


Ser 


Ser 


Phe 


He 


Leu 


Val 


Pro 


Asn 


Gly 


Asn 


Trp 


Asp 


Gin 


Val 










85 










90 










95 




Cys 


Ser 


He 


Lys 


Val 


Gin 


Asn 


Gly 


Lys 


Thr 


Lys 


Glu 


Asp 


Leu 


Asp 


He 








100 










105 










110 






Lys 


Asp 


Leu 


Glu 


Asn 


Met 


Cys 


Ala 


Lys 


Phe 


Cys 


Thr 


Gly 


Phe 


Asn 


Lys 






115 










120 










125 








Phe 


Ser 


Gly 


Asp 


Trp 


Asp 


Ser 


Arg 


Val 


Glu 


Pro 


Met 


Met 


Ser 


Ala 


Lys 



130 

Ala Gly Val Ala 
145 

Asn Lys Phe Lys 

Ala Ser Ser Gly 
180 

Asn Phe Gly Glu 
195 

Trp Gly Thr Gin 
210 

Ser Asn Glu Thr 
225 

Pro Ser Ser lie 

Asn Val Asn lie 
260 

Thr Thr Gin Ser 
275 

lie Asn Thr Asn 
290 

Ser Asp Gly Ala 
305 

Ser Ser Gly Asp 

Asn Ala Ser Val 
340 

Ala Val Arg Lys 
3 55 

Ser Thr Glu Gly 
370 

Gin Asp Met Glu 
385 

Trp Lys Gly Ser 

Val Gin Thr Leu 
420 

Leu Arg Thr Gly 
435 

Pro lie Lys Ala 
450 

Gly Gly Gly Thr 
465 

Asp lie Ser Phe 

Gin Leu Gly Ser 
500 

Gly lie Val Ala 
515 

Gin Val Leu Thr 
530 

Ala Ala Ala Val 
545 

Leu Ala He Gin 

Lys Gly Ser Val 
580 

Gin Ala Leu Ser 
595 



13 5 

Ser Gly Gly Asn 
150 

Thr Cys Val Ala 
165 

Tyr Thr Pro Ser 

He Phe Glu Lys 
200 

Ala Gly Pro Ser 
215 

Pro Gly Ala Gly 
230 

Pro Val He Asn 
245 

Arg Asp Thr Asn 

Thr Asp Ala Ser 
280 

Asn Gin Thr Asp 
295 

Gly Gly Val Asn 
310 

Asp Ser Gly Ser 
325 

Gly Asn Asp Gly 

His Leu Asp Val 
360 

Pro Leu Gin Ala 
375 

Thr Thr Gly Thr 
390 

Thr Ser Ser Thr 
405 

Leu Pro Ser Pro 

Thr Gly Ala Thr 
440 

Asp He He Thr 
455 

Leu Glu Lys Leu 
470 

Asp Gly Gin Gly 
485 

He Val Asn Lys 

Ser Val Glu Ser 
520 

Gly Thr Gly Gly 
535 

Thr Gin Ala Leu 
550 

Gly Gin Lys Leu 
565 

Gly Arg Asp Leu 

Ser Leu He Asp 
600 
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140 

Leu Pro Asn Thr 
155 

Tyr Gly Pro Trp 
170 

Ala Trp Arg Arg 
185 

Ala Asn Asp Phe 

Ser Glu Asp Asp 
220 

Pro Ala Ala Ala 
235 

Val Asn Val Asn 
250 

Val Asn Thr Thr 
265 

Thr Asp Thr Ser 

Asp He Asn Thr 
300 

Gly Asp He Ser 
315 

Val Ser Ser Ser 
330 

Pro Ala Met Lys 
345 

Val Tyr Pro Gly 

Asn Gin Thr Leu 
380 

Ser Gin Glu Thr 
395 

Gly Ser Ala Gly 
410 

Pro Pro Thr Pro 
425 

Thr Thr Ser Leu 

Thr Gly Gly Gly 
460 

Leu Pro Arg He 
475 

Asp Leu Val Ser 
490 

Phe Arg Lys Glu 
505 

Ala Pro Gly Lys 

Asp Lys Gly Asn 
540 

Gly Asn Val Ala 
555 

Ser Ser Leu Val 
570 

Phe Gin Ala Ala 
585 

Thr Val Gly 



Val He He Asn 
160 

Asn Ser Arg Glu 
175 

Gly His Gin Val 
190 

Asn Lys He Asn 
205 

Gly He Ser Phe 

Pro Ser Pro Thr 
240 

Val Gly Gly Thr 
255 

Asn Thr Thr Pro 
270 

Asp He Asp Asn 
285 

Thr Asp Lys Asp 

Glu Thr Glu Ser 
320 

Glu Ser Asp Lys 
335 

Asp He Leu Ser 
350 

Asp Asn Gly Gly 
365 

Gly Asp He Val 

Val Val Ser Pro 
400 

Gly Ser Gly Ser 
415 

Ser Thr Thr Thr 
430 

Met Met Gly Gly 
445 

Gly Arg He Pro 

Arg Ala His Leu 
480 

Thr Glu Glu Pro 
495 

Thr Gly Ser Gly 
510 

Pro Gly Ser Ala 
525 

Leu Phe Gin Ala 

Gly Lys Val Asn 
560 

Asn Asp Asp Gly 
575 

Thr Gin Thr Thr 
590 
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(2) INFORMATIONS POUR LA SEQ ID NO: 1017: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 134 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 97 97 11 9 801 12 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1017: 



Gly 


Ser 


Ser 


Val 


Leu 


Thr 


Arg 


Ser 


Pro 


Cys 


Pro 


Ser 


Lys 


Asp 


Met 


Ser 


1 








5 










10 










15 




Lys 


Cys 


Ala 


Arg. 


He 


Arg 


Gly 


Ser 


Ser 


Phe 


Ser 


Asn 


Val 


Pro 


Pro 


Pro 








20 . 










25 










30 






Gly 


He 


Arg 


Pro 


Pro 


Pro 


Pro 


Val 


Val 


He 


Met 


Ser 


Ala 


Leu 


He 


Gly 






35 










40 










45 








Pro 


Pro 


He 


He 


Lys 


Asp 


Val 


Val 


Val 


Ala 


Pro 


Val 


Pro 


Val 


Leu 


Asn 




50 










55 










60 










Val 


Val 


Val 


Asp 


Gly 


Val 


Gly 


Gly 


Gly 


Glu 


Gly 


Ser 


Ser 


Val 


Cys 


Thr 


65 










70 










75 










80 


Leu 


Pro 


Leu 


Pro 


Pro 


Ala 


Asp 


Pro 


Val 


Glu 


Glu 


Val 


Leu 


Pro 


Phe 


His 










85 










90 










95 




Gly 


Asp 


Thr 


Thr 


Val 


Ser 


Trp 


Asp 


Val 


Pro 


Val 


Val 


Ser 


He 


Ser 


Trp 








100 










1G5 










110 






Thr 


He 


Ser 


Pro 


Arg 


Vai 


Trp 


Leu 


Ala 


Trp 


Arg 


Gly 


Pro 


Ser 


Val 


Glu 






115 










120 










125 








Pro 


Pro 


Leu 


Ser 


Pro 


Gly 























130 



(2) INFORMATIONS POUR LA SEQ ID NO: 1018: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 23 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui - 



(viii) POSITION DANS LE GENOME: complement ( 981148 982116 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1018: 

Phe Val Val Met Thr Asn Ser He Ser Gly Asp Gin Pro Thr Val Thr 

15 10 15 

Thr Phe Thr Ser Ser Thr Thr Ser Ala Ser Gly Ala Ser Gly Ser Leu 

20 .25 30 

Gly Ala Ser Ser Val Ser Thr Thr Ala Asn Ala Thr Val Thr Gin Thr 

35 40 ... . 45 

Ala Asn Ala Thr Asn Ser Ala Ala Thr Ser Ser He Gin Thr Thr Gly 

50 55 .60 

Glu Thr Val Val Asn Tyr Thr Asn Ser Ala Ser Ala Pro Thr Val Thr. 
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65 

Val Ser Thr Ser 

Thr Ser Gin Ala 
100 

Ser Ser Glu Thr 
115 

Tyr Glu Pro lie 
130 

Ser lie Asp Asp 
145 

Ala Ala Ala Leu 

Asp Ala Ala Ala 
180 

Glu Ser lie Asp 
195 

Gly Ala Ala Ala 
210 

Asp Asp Ala Ala 
225 

Tyr Glu Asn lie 

Glu Asn Thr Ser 
260 

Ser Tyr Ser Asn 
275 

Thr Thr Glu Ser 
290 

Ser lie Ser Asp 
305 

Asn Ser Leu 



70 

Ser Ser Ser Thr 
85 

Val Ala Gly Lys 

Ser Ser Thr Ser 
120 

Ser Thr Thr Glu 
135 

Ser Ser Thr Ser 
150 

Asn Ser Leu Arg 
165 

Asp Tyr Glu Pro 

Asp Ser Ser Thr 
.200 

Leu Asn Ser Leu 
215 

Ala Asp Tyr Glu 
230 

Tyr Glu Ser lie 
245 

Gly Gly Ala Ala 

Tyr Asp Asp Ala 
280 

lie Tyr Glu Asn 
295 

Pro Glu Asn Thr 
310 



75 

Gin Ala Thr Ala 
90 

lie Thr Ser Pro 
105 

Ser Ser Asp His 

Asn He Tyr Glu 
140 

Gly Pro Glu Asn 
155 

Gly Ser Ser Tyr 
170 

He Ser Thr Thr 
185 

Ser Asp Pro Glu 

Arg Gly Ser Ser 
220 

Pro He Ser Thr 
235 

Asp Asp Ser Ser 
250 

Ala Leu Asn Ser 
265 

Ala Ala Asp Tyr 

He Tyr Glu Ser 

. 300 

Ser Gly Gly Ala 
315 



80 

Thr Ser Asn Lys 
95 

Asp Thr Ser Glu 
110 

He Pro Ser Asp 
125 

Asn He Tyr Glu 

Thr Ser Gly Gly 
160 

Ser Asn Tyr Asp 
175 

Glu Asn He Tyr 
190 

Asn Thr Ser Gly 
205 

Tyr Ser Asn Tyr 

Thr Glu Asn He 
240 

Thr Ser Gly Pro 
255 

Leu Arg Gly Ser 
270 

Glu Pro He Ser 
285 

He Asp Gly Ser 

Ala Ala Ala Leu 
320 



(2) INFORMATIONS POUR LA SEQ ID NO: 1019: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 42 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION : . lineaire 



(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 9 8232 1 9 83 5 9 8 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1019: 

Met Pro Gly He Lys Val Phe Gly Glu Thr Val Leu Arg Gly Ser Val 

15 10 15 

Arg Val Ser Gly Ala Lys Asn Ala Thr Thr Lys Leu Leu Val Ala Ser 

20 25 30 

Leu Leu Ser Asp Gin Arg Thr He Leu Lys Asn Val Pro Asn He Glu 

35 40 45 

Asp Val Arg Gin Thr Val Asp Leu Cys Arg Val Leu Gly Ala He Val 

50 55 60 

Glu Trp Asp Gin Gin Ala Gin Val He Glu He His Thr Pro Arg He 
65 70 75 80 
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Leu 


Leu 


Ser 


Lys 


vai 
85 


Pro 


Pro 


b XXI 


Pho 
rllfcr 


oci 

90 


Cys 


\7-* 1 

Val 


Asn 


Arg 


Tl Q 

lie 
95 


Pro 


lie 


Leu 


Leu 


Leu 
100 


biy 


Ala 


Leu 


Leu 


Arg 
105 


Arg 


Cys 


Pro 


Tyr 


biy 
110 


lie 


rne 


Val 


Pro 


He 
115 


Leu 


Gly 


biy 


Asp 


Ala 
120 


lie 


Plu 

biy 


Pro 


Arg 


inr 
125 


Leu 


T_T -1 «-« 
HIS 


rne 


His 


Leu 
130 


Glu 


biy 


Leu 


Lys 


Lys 
135 


Leu 


pi w 
biy 


Ala 


pi,, 

blU 


lie 
140 


val 


lie 


Ser 


Asp 


Glu 


Gly 


Tyr 


Trp 


Ala 


Ser 


a 1 =* 
Ala 


Pro 


Asn 


biy 


Leu 


XT-. 1 

Val 


biy 


Ala 


rl 1 s 


Tip 

lie 


14 b 










1 jU 










i j j 










1 en 
1DU 


Thr 


Leu 


Pro 


Tyr 


Pro 
165 


Ser 


Val 


biy 


Aia 


i nr 
170 


pin 
b 1U 


Asn 


Leu 


T 1 Q 

lie 


Leu 
175 


Ala 


Ser 


vai 




Ala 

180 


bin 


pi ■!/ 

b i. y 


Arg 


1 XI i 


T1 D 

lie 
185 


Tip 
lie 


Lys 


Asn 


Sla 

ai a 


fil 

Ala 

190 


Leu 


b X U 


val 


Glu 


Ii8 

195 


lie 


Asp 


Leu 


lie 


vai 
200 


rne 


Leu 


bin 


Lys 


Aia 
205 


biy 


u a i 

vai 


Pin 
b 1U 


T 1 <-* 

lie 


inr 
210 


Thr 


Asp 


Asn 


Asp 


T \rc 

iiys 
215 


inr 


lie 


bill 


Tin 

lie 


rile 

220 


pi ir 

biy 


Cys 


pi n 

bin 


Asp 


File 


Tyr 


Ser 


val 




rll s 


PVl o 

rne 


lie 


Tip 

lie 




Asp 


Lys 


Tip 

lie 




a "1 -a 

/\ia 


a 1 =i 
t\ ia 


o o cr 










ZJU 










i j j 










9 Zl n 
*± \j 


C* -w— 


rne 




jxie t. 


Aid 

245 


Ala 


val 


v a i 


ot;x 


Pin 

250 




Arg 


Tip 
lie 


±r lifer 


v a x 
255 




bin 


Ala 


Arg 


HIS 

260 


pi n 
blU 


nib 


irlfc: l_ 


Tip 

X X fcr 


ri w 

265 


x I It; 


J_i fci U. 


j-j_y w» 


v a x 


Leu 
270 


Arg 


Cay 


lie 


Pi u 

biy 


j- y 
275 


biy 


rile 


c; o v 


v a x 


Hi c; 

280 


nil! 


A c; ti 


xy 


Tip 


vj> X Li. 

285 


DVip 
Jriltr 


riic 


xy i 


Asp 


Lys 
290 


Pro 


Leu 


Lys 


b iy 


plu 

uiy 
295 


val 


Leu 


Leu 




THr* 
j. nr. 

300 


Asp 


v a x 


n. x o 


IT J_ d 


biy 


rfie 


lie 


rp>-, -v- 

inr 


Asp 


Trp 


bin 


pl n 

bin 




irXie 


1 1 a 
Ala 


Val 


Leu 


Leu 


i?cl 


b XXI 


n cr 










J 1 u 










lie 
J 1 D 










■jon 

hJV «£, \J 


Ser 


blU 


\j ly 


Cys 


Ser 
325 


"I 

val 


Tin 

lie 


rll o 


pin 
blU 


1 XIX 

330 


v a i 


il JL c> 


Pin 
blU 


Asn 


Arg 
335 


Leu 


b ly 


Tyr 


Leu 


Lys 
340 




Leu 


Val 


Lys 


rue i_ 
345 


biy 


r\la 


ui c 

nio 




Asp 
350 


Leu 


irxxe 


His 


Glu 


Cys 
355 


Leu 


Ser 


Ala 


Lys 


Ser 
360 


Cys 


Arg 


Tyr 




inr 
365 


Gly 


Asn 


HIS 


Pro 


His 
370 


Ser 


Ala 


Val 


He 


His 
375 


Gly 


Pro 


Thr 


Pro 


Leu 
330 


Gin 


Ala 


Thr 


Asp 


Leu 


Val 


He 


Pro 


Asp 


Leu 


Arg 


Ala 


Gly 


Phe 


Ala 


Tyr 


Val 


Met 


Ala 


Ala 


385 










390 










395 










400 


Leu 


lie 


Ala 


Glu 


Ala 
405 


Glu 


Pro 


His 


Gly 


Leu 
410 


Arg 


He 


Pro 


Arg 


Cys 
415 


Trp 


He 


Glu 


Gly 


Thr 
420 


Leu 


He 


Gly 


Glu 


Gly 
425 


Asn 















(2) INFORMATIONS POUR LA SEQ ID NO: 1020: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 209 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 983 862 .. 9 84488 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1020: 
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Trp Arg lie Gin Leu Arg Asn Asn Arg Cys Arg Ser Tyr Ala Tyr Arg 

15 10 15 

lie Gin Gin Asp Gin Ala Asp Arg lie Leu lie Val Thr Asp Ser Gly 

20 25 30 

Gin Ser Leu His Phe Gin Leu Leu Glu Ala Thr Cys Leu Ala Ala Gly 

35 40 45 

Tyr Leu Pro Ser Lys Gly lie Phe Ser His Val Gly Phe Gly Leu Val 

50 55 60 

Leu Asp Thr Gin Gly Arg Lys Phe Lys Thr Arg Ser Gly Glu Asn lie 
65 70 75 80 

Lys Leu Arg Glu Leu Leu Asp Thr Ala Val Glu Lys Ala Lys Glu Ser 

■-. 85 90 95 

Leu Lys Ala His Arg Pro Asp lie Ser Glu Glu Glu Leu Ala Tyr Gin 

100 105 110 

Gly Pro lie Leu Gly lie Asn Ala lie Lys Tyr Ala Asp Leu Ser Ser 

115 120 ■ 125 

His Arg lie Asn Asp Tyr Val Phe Ser Phe Glu Lys Met Leu Arg Phe 

130 135 140 

Glu Gly Asn Thr Ala Met Ser Leu Leu Tyr Ala Tyr Val Arg lie Gin 
145 150 155 . 160 

Gly lie Lys Arg Arg Met Gly Leu Glu Ser Leu Pro Gin Glu Gly Pro 

165 170 175 

Leu Ala lie His Glu Pro Ala Glu Glu Ala Leu Xaa Leu Leu Phe Tyr 

180 185 190 

Val Ser Leu Lys Phe Trp Thr Ser Pro Ser Glu Asn Ser Val Leu Xaa 
195 200 205 

Ser 



(2) INFORMATIONS POUR LA SEQ ID NO: 1021: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 337 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 984371 9853 81 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1021: 

Met Thr Thr Leu Leu Ser Phe Leu Thr Ser Leu Cys Ser Ala Ala lie 

1 5 .10 15 

His Gin Ala Phe Pro Glu Leu Glu Glu Leu Thr Leu Asp lie Thr Pro 

. - 20 25 30 

Ser Thr Lys Glu His Phe Gly His Tyr Gin Cys Asn Asp Ala Met Lys 

35 40 45 

Leu Ala Arg Val Leu Arg Lys Ser Pro Arg Ala lie Ala Glu Ser lie 

50 55 60 

Val Ala His lie Pro Pro Ala Pro Phe Ser Ser lie Glu lie Ala Gly 
65 70 75 80 

Ala Gly Phe lie Asn Phe Thr Phe Ser Lys Glu Phe Leu Ala Ser Gin 

85 90 95 

Leu Gin Thr Phe Ser Lys Glu Leu Ala Asn Gly Phe Arg Ala Ala Ser 
100 105 110 
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ir L. U 


pin 

Vjj Xll 


Lys 
lit; 

X X 


Val 


He 


He 


Asp 


Phe 
120 


Ser 


Ser 


Pro 


Asn 


He 
125 


Ala 


Lys 


Asp 




HIS 

130 


Val 




n x o 


Leu 


Arg 
135 


Ser 


Thr 


He 


lie 


Glv 
140 


Asp 


Cys 


Leu 


Ala 


Arg 


Cys 


ir Xlfer 


Cor 




Val 


Gly 


His 


Asp 


Val 


Leu 


Arg 


Leu 


Asn 


His 


He 


1 zlR 










150 










155 










160 


J- y 


Asp 


irp 


vj7 x y 


Thr 

1 fiS 

X O J 


Ala 


Phe 


Glv 


Met 


Leu 
17 0 


He 


Thr 


Tvr 


Leu 


Gin 
175 


Glu 


Thr" 


Ser 




ion 
lou 


r\ 1 ct 


Tip 


His 


G In 


Leu 
185 


Glu 


Asp 


Leu 


Thr 


Ala 
190 


Leu 


Tvr 


Lys 


Lys 


Aia 


ri X S 


nla 


Ar g 


ph o 




ri 1 n 

VjIU 


Asp 


Ser 


Glu 


Phe 


Lys 


Lys 


Arg 




195 










200 










205 








Ser 


210 


HIS 


Asn 


val 


V d X 


Id 

215 


Leu 


m n 

VjJ.ll 


Ser 


Gly 


Asp 
220 


Ala 


Gin 


Ala 


Leu 


Aia. 


Leu 


Trp 


lie 


ill 


Tip 
lie 


i_ys 


C o v- 


Val 


Ser 


Glu 


Lys 


Ser 


Phe 


Gin 


.Thr 












9 1 n 










23 5 










240 


lie 


Tyr 


Ser 


Tip 
11c 


Leu 


Asp 


Val 


Glu 


Leu 


His 


Thr 


Arg 


Glv 


Glu 


Ser 


Phe 








245 










250 










255 




Tyr 


Asn 


Pro 


iriie 


Leu 




vj x u. 


v a x 


Val 


Ala 


Asp 


Leu 


Glu 


Ser 


Lys 


Asn 






260 










265 










270 






Leu 


Val 


Thr 
27 5 


Leu 


Ser 


Asp 


Gly 


Ala 
280 


Lys 


Cys 


Val 


Phe 


His 
285 


Glu 


Ala 


Phe 


Ser 


He 
290 


Pro 


Leu 


Met 


He 


Gin 
295 


Lys 


Ser 


Asp 


Gly 


Gly 
300 


Tyr 


Asn 


Tyr 


Ala 


Thr 


Thr 


Asp 


Val 


Ala 


Ala 


Met 


Pro 


He 


Ala 


Ser 


Asn 


Lys 


He 


Arg 


Pro 


305 








310 










315 










320 


He 


Glu 


Phe 


Leu 


Ser 
325 


Leu 


Gin 


Thr 


Gin 


Asp 
330 


Asn 


Pro 


Tyr 


Thr 


Ser 
335 


Ser 



Phe 



(2) INFORMATIONS POUR LA SEQ ID NO : 1022: 

(i) CARACTERI3TIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 235 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 9853 9 9 .. 986103 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO 

Phe Asp Asn Lys Pro Asn Ser Gly Glu Asn Pro 
1 5 .10 

Pro Phe Asn Met He Phe Thr He Ala Lys Ser 

20 25 
Phe Pro Leu Phe Tyr Arg Arg Lys He Leu Arg 

35 40 
Thr Val Lys Gly Ala Ala He He Ala Ala Asn 

50 55 
Asp Pro He He He Pro Leu Ala Phe Pro Gly 
65 70 75 

Ala Lys Ser Gly Leu Phe Ser Asn Ser Phe Thr 

85 90 
Glu Leu Gly Cys Tyr Pro He Ser Arg Asn Ala 



: 1022: 

Thr Phe Asp Thr Leu 
15 

Leu Val Arg Leu Leu 
30 

Ser Lys Ala Ser Ala 
45 

His Val Ser Phe Leu 
60 

Lys Leu Tyr Gin Leu 
80 

Asn Arg Leu Phe Arg 
95 

Gly Asn Ala Ala Ala 
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1UU 










inc 

X \J _J 










110 






Phe 


Lys 


Ala 


Ala 


Leu 


Asn 


i le 


rne 


Ser 


nib 


\j JL y 


\j xy 


Arg 


Leu 


Tip 
lie 


Tip 
lie 






TIC 

lib 










ion 










1 9 s 








Tyr 


Pro 


Glu 


Gly 


Thr 


Arg 


HIS 


Aia 


Asp 


(j xy 




x jl e 


rl JL o 


pi n 

JLll 


^ JL y 


Lys 




13 0 










1 j j 




















Val 


Gly 


val 


Cjiy 


Mec 


Leu 


Ala 


jl x e 


Lys 




as n 


Val 


Pro 


Val 


He 


Pro 


JL f± -J 










150 










155 










160 


Val 


Tyr 


Val 


Ala 


Gly 


Thr 


Phe 


Glu 


Ala 


Phe 


Gly 


Lys 


Asn 


Gin 


Lys 


Phe 








165 










170 










175 




Pro 


Lys 


Leu 


•Trp 


Arg 


Thr 


Leu 


Thr 


Thr 


Val 


He 


Gly 


Ser 


Pro 


He 


Ser 








180 










185 










190 






Phe 


Gin. 


Asp 


Leu 


He 


Asp 


Asn 


Pro 


Ala 


He 


Asp 


Lys 


Lys 


Glu 


Ala 


Tyr 






195 










200 










205 








Gin 


Leu 


Ala 


Thr 


Asp 


Arg 


He 


Met 


Thr 


Lys 


He 


Thr 


Glu 


Leu 


Arg 


Thr 




210- 










215 










.220 










Trp 


Phe 


Gin 


Gin 


Gly 


Cys 


He 


Gly 


Glu 


He 


Pro 













225 - 230 235 



(2) INFORMATIONS POUR LA SEQ ID NO: 1023: 

(i) CARACTERISTIQUES.DE LA SEQUENCE: 

(A) LONGUEUR: 216 acides amines 

(B) TYPE: acide amine 

{ D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 986046 .. 986693 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1023: 



Met 


He 


He 


Thr 


lie 


Asp 


Gly 


Pro 


Ser 


Gly • 


Thr 


Gly 


Lys 


Ser 


Thr 


Leu 


1 








5 










10 










15 




Ala 


Lys 


Ala 


Leu 


Ala 


Gin 


Thr 


Leu 


Gin 


Phe 


Leu 


Tyr 


Cys 


Asn 


Thr 


Gly 






20 - 










25 










30 






Ala 


Met 


Tyr 


Arg 


Thr 


Leu 


Ala 


Tyr 


Ala 


Arg 


Leu 


Gin 


Pro 


Asp 


Trp 


Gin 






35 










40 










45 








Glu 


Val 


Pro 


Leu 


Glu 


Asp 


Phe 


Leu 


Ala 


Ser 


Pro 


Pro 


Phe 


Ser 


Phe 


Ser 




50 










55 










60 










Phe 


Ser 


Lys 


Asp 


Ser 


Pro 


Leu 


Gin 


Ala 


Phe 


Tyr 


Gly 


Asp 


Arg 


Leu 


Leu 


65 








70 










7 5 










80 


Thr 


Ser 


Glu 


Leu 


Ser 


Ser 


Gin 


Glu 


Val 


Ala 


Asn 


Phe 


Ala 


Ser 


Leu 


Phe 










85 . 










90 










95 




Ser 


Lys 


Glu 


Pro 


Leu 


Val 


Arg 


Ala 


Tyr 


Met 


Gin 


Thr 


Leu 


Gin 


Lys 


Gin 








100 










105 










110 






Tyr 


Ala 


Thr 


Val 


Gly 


Asn 


Cys 


Val 


Phe 


Glu 


Gly 


Arg 


Asp 


Met 


Gly 


Ser 






115 










120 










125 








Lys 


Val 


Phe 


Pro 


His 


Ala 


Glu 


Val 


Lys 


He 


Phe 


Leu 


Thr 


Ala 


Lys 


Pro 




130 










135 










140 










Glu 


He 


Arg 


Ala 


Glu 


Arg 


Arg 


Leu 


Lys 


Asp 


Leu 


Pro 


Gin 


Gly 


Ser 


Leu 


145 










150 










155 










160 


Pro 


Lys 


Glu 


Ala 


Leu 


Met 


Ala 


Glu 


Leu 


He 


Ala 


Arg 


Asp 


Gin 


Ala 


Asp 








165 










170 










175 




Gin 


Gin 


Arg 


Glu 


Cys 


Asp 


Pro 


Leu 


Val 


He 


Pro 


Gin 


Asp 


Ala 


He 


Val 








180 










185 










190 






He 


Asp 


Ser 


Ser 


Asp 


Leu 


Thr 


He 


Ser 


Gin 


He 


Leu 


Glu 


Lys 


He 


Leu 




195 










200 










205 
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Pro Leu lie Pro Ser His Leu Thr 
210 215 



(2) INFORMATIONS POUR LA SEQ ID NO: 1024: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 3 05 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement < 98 6693 987 607 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1024: 

Met Phe Asp Ser Asp His Asn Ser lie Phe Gin Ser Asp Leu Cys Gin 

1 5 10 15 

Arg Leu Val Val His Ser lie Leu Leu Thr Phe Leu Val lie Leu Leu 

20 25 30 

Cys Thr Ser Leu Tyr Pro Ser Ser Ala Phe lie Val Gly Leu Leu Ser 

35 40 45 

Ser Ala Cys Ala Ala Leu Gly Thr Tyr Glu Met Gly Ala Met Val Arg 

50 55 60 

lie Lys Phe Pro Phe Ser Phe Thr Arg Tyr Ser Ala Leu Gly Ser Ala 
65 70 75 30 

lie Phe lie Ala Leu Thr Cys Leu Thr Ala Arg Cys Lys Met Tyr Phe 

85 90 95 

Pro Glu His lie Asp Leu Leu Pro Trp Phe Phe Leu Phe Phe Trp Thr 

100 105 110 

lie Arg Leu Val Phe Lys Ser Arg His Tyr Lys Leu Gly Pro lie Gly 

115 - 120 125 

Ser Thr Gly Leu Ala Leu Phe Cys Met Leu Tyr Val Ser Leu Pro lie 

130 135 140 

Arg Leu Phe Leu His lie Leu Tyr Gly Phe Val His Thr Asp Thr Pro 
145 150 155 160 

Phe Val Gly lie Trp Trp Ala lie Phe Leu lie Ala Thr Thr Lys Ser 

165 170 175 

Ser Asp lie Phe Gly Tyr Phe Phe Gly Lys Ala Phe Gly Lys Lys Arg 

180 185 190 

He Ala Pro Val He Ser Pro Asn Lys Thr Val Val Gly Phe He Ala 

195 - 200 . 205 

Gly Cys Cys Gly Ser He Leu Val Ser Leu Leu Phe Tyr Ser His Leu 

210 215 220 

Pro Lys Ala Phe Ala Asp Gin He Ala Val Pro Arg He Leu Val Ala 
225 230 235 240 

Leu Gly Thr Val Leu Gly Val Ser Gly Phe Phe Gly Asp He He Glu 

* 245 250 255 

Ser Thr Phe Lys Arg Asp Ala Gin He Lys Asn Ser Ser Asp Leu Glu 

260 265 270 

Ser He Gly Gly Met Leu Asp Val Leu Asp Ser Leu Leu Leu Ser Thr 

275 280 285 

Pro He Val Tyr Ala He Leu Leu He Thr Gin Asn Arg Thr Phe Leu 
290 295 . 300 

Gly 
305 
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(2) INFORMATIONS POUR LA SEQ ID NO: 1025: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 168 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 9 87 616 9 88119 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1025: 



lie 


Glu 


He 


Gly 


Ser 


Arg 


Arg 


He 


He 


Phe 


Phe 


He 


Gin 


Leu 


Ala 


Val 


1 








5 










10 










15 




Ala 


Gin 


Xaa 


Leu 


Ser 


Phe 


Leu 


His 


Asp 


Arg 


Glu 


He 


Arg 


Leu 


Arg 


Cys 








20 










25 










30 






lie 


Gly 


Asp 


Leu 


Ser 


Lys 


Leu 


Pro 


Gin 


Glu 


Leu 


Gin 


Asn 


Asn 


He 


Glu 






35 










40 










45 








Gin 


Ala 


Ser 


Ser 


Ala 


Thr 


Ala 


His 


Tyr 


Ser 


Arg 


Met 


Glu 


Leu 


He 


Phe 




50 










55 










60 










Ala 


He 


Asn 


Tyr 


Gly 


Ser 


Lys 


Asp 


Glu 


Leu 


Val 


Arg 


Ala 


Phe 


Lys 


Glu 


65 










70 










75 










80 


Leu 


His 


Gin 


Asp 


Leu 


Ala 


Ser 


Lys 


Lys 


He 


Ser 


Val 


Asn 


Asp 


He 


Ser 










85 










90 










95 




Glu 


Glu 


Leu 


He 


Ser 


Ser 


Tyr 


Leu 


Asp 


Thr 


Ser 


Gly 


Leu 


Pro 


Asp 


Pro 








100 










105 










110 






Asp 


Leu 


Leu 


He 


Arg 


Thr 


Gly 


Gly 


Glu 


Met 


Arg 


Val 


Ser 


Asn 


Phe 


Leu 






115 










120 










125 








Leu 


Trp 


Gin 


He 


Ala 


Tyr 


Thr 


Glu 


Leu 


Tyr 


Val 


Thr 


Asp 


Val 


Leu 


Trp 




130 










135 










140 










Pro 


Asp 


Phe 


Thr 


Ala 


Asn 


Asp 


Leu 


Leu 


Glu 


Ala 


He 


Lys 


Thr 


Tyr 


Gin 


145 










150 










155 










160 


Gin 


Arg 


Ser 


Arg 


Arg 


Gly 


Gly 


Lys 



















165 



(2) INFORMATIONS POUR LA SEQ ID NO: 1026: 

(1) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 106 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 98793 6 988253 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1026: 

Thr He Leu Ser Glu Thr Cys Tyr He Trp Pro Pro Ser Gly Ala Asp 

15 10 15 

Ser He Pro Gin He Val Asp Thr Ala Leu His Leu Gly Val Glu Ala 

20 25 30 

Leu Thr Leu Phe Ala Phe Ser Thr Glu Asn Phe Ser Arg Ser Lys Ser 
35 40 45 
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Glu Val Ala Glu Leu 
50 

Ser Leu Ser Tyr Met 
65 

Tyr Arg Asn Phe Leu 
85 

Pro Arg Gin Leu lie 
100 



Phe Ser Leu Phe Asn 
55 

lie Gly Arg Ser Asp 
70 

Lys Asn Tyr Lys Thr 
90 

Thr Pro Ala Trp Ser 
105 



Ser Gin Leu Arg Arg Xaa 
60 

Tyr Gly Val Leu Ala Thr 
75 80 
Thr Leu Ser Lys Pro Pro 
95 



(2) INFORMATIONS POUR LA SEQ ID NO: 1027: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 111 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 98883 1 989 163 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1027: 



Asp 


Met 


Lys 


Leu 


Pro 


Glu 


Val 


Ser 


Phe 


Ser 


Leu 


Pro 


Thr 


Ala 


Val 


Trp 


1 






5 










10 










15 




Ala 


Ser 


Ser 


Thr 


Lys 


Arg 


Leu 


Ser 


Gin 


Glu 


Lys 


Glu 


Phe 


Ser 


Ser 


Leu 








20 










25 










30 






Asp 


Arg 


Val 


Gin 


Ser 


Met 


Asn 


Trp 


Val 


Gin 


Arg 


He 


Val 


Pro 


Ser 


Leu 






3 5 










40 










45 








He 


Val 


Leu 


Leu 


Gly. 


He 


Ser 


Val 


Leu 


Gly 


Cys 


Ser 


Val 


Leu 


Ala 


Phe 




50 










55 ■ 










60 










Cys 


Thr 


Cys 


Leu 


Thr 


Val 


Leu 


Pro 


Gly 


Leu 


Gly 


Leu 


Val 


He 


Leu 


Gly 


65 










7 0 










75 










80 


Ser 


Leu 


Leu 


Leu 


Tyr 


Trp 


Ala 


Tyr 


: His 


Gin 


He 


Ala 


Asn 


Met 


Arg 


Val 










85 










90 










95 




Arg 


Met 


Ala 


Leu 


Ser 


Phe 


Glu 


Ala 


Ser 


Ser 


Glu 


Ala 


Pro 


He 


Gin 





100 105 110 



(2) INFORMATIONS POUR LA SEQ ID NO : 1028: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 1250 acidds amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 989 693.-9 93442 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 10 28: 

Xaa Xaa Xaa Trp Thr Arg Gly Ser Gin Asp Tyr Arg Xaa Phe Thr Arg 

1 5 10 . 15 

Gin Val Ser Asp Ala Arg Asn Asp Leu Thr Leu Arg Val Ala Lys He 

20 25 30 

Leu Ser Thr Leu Lys Leu Arg Gly Asp He Lys Xaa His Pro Ser He 
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J d 










A C\ 

4 U 


Pro 


Gly 


lie 


Val 


Asn 


Val 


His 


Phe 




50 










r- c 

DD 




Plie 


lie 


Asp 


Asn 


Val 


val 


His 


Gly 


£T C 
OD 










/ u 






Ala 


Arg 


Leu 


Tyr 


Val 


Val 


Gly 


Ser 










O f— 








Val 


Gin 


lie 


Ser 


Gly 


Ser 


Leu 


Val 








100 










Ser 


Phe 


Val 


Ser 


Tyr 


Glu 


Asp 


Lys 






115 










120 


Glu 


Asn 


Leu 


Ala 


Thr 


Asn 


Leu 


Phe 




13 0 










13 5 




Cys 


Gly 


Tyr 


Tyr 


Ser 


Leu 


Trp 


Asp 


145 










150 






His 


Val 


Thr 


Arg 


Asn 


lie 


Cys 


Ser 










165 








Lys 


Thr 


Gin 


Val 


Phe 


Leu 


Ser 


Arg 








180 










Thr 


Ala 


Phe 


Leu 


Ala 


Arg 


Leu 


Glu 






195 










200 


Lys 


Glu 


Ala 


Arg 


Glu 


Glu 


Leu 


Lys 




210 










215 




Arg 


Asn 


Leu 


Arg 


Trp 


Asn 


Ser 


lie 


225 










23 0 






Val 


Asp 


Cys 


Ser 


Glu 


Leu 


Ser 


Pro 


















Ala 


Asp 


Gly 


Lys 


Leu 


Leu 


Prie 


His 








2 60 










Arg 


Gin 


Gin 


Leu 


Val 


Gly 


Asn 


Glu 






275 










28.0 


Ala 


Met 


Glu 


Lys 


Gin: 


His 


lie 


Ala 




290 










O O d 




Glu 


Thr 


Glu 


Phe 


Gly 


Phe 


Ala 


Val 


305 










310 






Gly 


Lys 


lie 


Val 


Leu 


Gin 


Gly 


His 










3 25 








His 


Leu 


Thr 


Ala 


Leu 


Val 


Leu 


Asn 








340 










Leu 


Ser 


Thr 


Glu 


Asn 


Phe 


Pro 


Val 






3 55 










3 60 


Asp 


Ala 


Leu 


Gly 


Cys 


Phe 


lie 


Phe 




37 0 










37 5 




Phe 


Ser 


Lys 


Gly 


Ser 


Val 


Tyr 


lie 


385 










3 90 






Val 


Ala 


Lys 


Tyr 


Glu 


His 


Ala 


Gly 










405 








His 


Asp 


Leu 


Gin 


Asn 


Leu 


Tyr 


Ala 


















Ser 


Trp 


Ser 


Leu 


Gly 


Glu 


Asp 


Arg 






435 










440 


Gin 


Arg 


Val 


lie 


Arg 


lie 


Trp 


Gly 




450 










455 




Lys 


Ala 


Ser 


Leu 


Glu 


Val 


Arg 


Asp 


465 










470 






Asn 


Arg 


lie 


Glu 


Lys 


Thr 


Gin 


His 










485 








Gin 


Tyr 


Arg 


Gin 


Ala 


Gin 


Cys 


Ser 



500 



45 



Pro 


Leu 


Ala 


Glu 


Asp 


Ala 


Ala 


Leu 








60 










Glu 


Pro 


Ser 


Val 


Pro 


Val 


Lys 


Ser 






75 










80 


Ser 


Glu 


Pne 


Thr 


Gly Glu 


Thr 


Val 




9 0 










95 




Thr 


Ser 


Leu 


Thr 


Glu 


Glu 


Asp 


Leu 


105 










11 U 






Asp 


Val 


Thr 


Val 


Ser 


Gin 


GlU 


Leu 










12 5 








lie 


Glu 


Ser 


Glu 


Arg 


Pro 


Cys 


Glu 








140 










Ser 


Met 


Pro 


lie 


Glu 


Lys 


Val 


He 






155 










160 


Gly 


Leu 


Arg 


Leu 


Leu 


Pro 


Thr 


Arg 




170 










17 5 




Cys 


Leu 


Gly 


Thr 


Glu 


Arg 


Asp 


Phe 


185 










1 y u 






Lys 


Ala 


Leu 


Gin 


His 


CjIU 


Glu 


val 










one: 








Asp 


Ala 


Ser 


Tyr 


Leu 


Leu 


His 


Ser 








220 










Ser 


Pro 


Lys 


val 


vai 


1 \ r 

biy 


Asn 


vai 






235 










2 4 0 


Cys 


Phe 


Ser 


Ser 


Mec 


Ser 


Leu 


inr 




250 










*"> c c 
2 DD 




Phe 


Asp 


Ala 


Glu 


val 


Ala 


Ala 


Asn 


2 6b 
















Arg 


Leu 


Asp 


Leu 


G lu 


Arg 


Leu 


rue 










IOC 

28b 








Thr 


Arg 


Leu 


Asn 


Arg 


Ser 


val 


Glu 








3 00 










Arg 


Leu 


Arg 


Asp 


Glu 


Ala 


Ala 


Ser 






315, 










320 


Arg 


Val 


Cys 


Gin 


Arg 


He 


Val 


Glu 




330 










335 




Arg 


Pro 


Leu 


Ala 


Glu 


Thr 


Cys 


Asp 


345 










3 50 






Tyr 


Gly 


Arg 


Glu 


Pro 


Leu 


Asp 


Ser 










3 65 








Ser 


Pro 


Glu 


Arg 


Ser 


Cys 


Arg 


His 








380 










Val 


Phe 


Lys 


Gly 


Leu 


Arg 


Ser 


lie 






395 










400 


Ala 


Glu 


Glu 


Ala 


Ala 


Leu 


Leu 


Gin 




410 










415 




Cys 


Phe 


lie 


His 


Thr 


Asp 


Ala 


Val 


425 










430 






Val 


Leu 


GlU 


He 


Lys 


Glu 


Pro 


Leu 










445 








Glu 


Glu 


Phe 


Val 


Gin 


Ser 


Phe 


Gly 








460 










Val 


Arg 


Asp 


Arg 


Leu 


Ala 


Val 


Val 






475 










480 


Ala 


Glu 


Leu 


Val 


Arg 


Trp 


Asp 


Glu 




490 










495 




Met 


Asn 


Pro 


Gin 


Val 


Arg 


Leu 


Arg 


505 










510 
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Ala Ala lie Pro His Lys Asn Val Phe Phe Glu Asn Leu Lys Leu Asn 

515 520 525 

lie Arg Lys Tyr Ser Arg Gly Glu His Val Leu Arg Phe Gly Thr Asp 

530 535 540 

Phe Val Gly Gly Lys Gin lie Arg lie Ala Phe Arg Asp His Gin Gly 
545 550 555 560 

Asn Leu Leu Thr Asp Lys Ala Gly lie Asp Lys Val Ser Asp Glu Leu 

565 570 575 

Tyr Ala Arg Leu Asn Lys Leu Gly Val Ser Glu Val Gly Met Gin Arg 

530 . 585 590 

Glu Gly Asp His lie Gin Val Ser Val Pro Gly Ala Ala Gly lie Ser 

595 600 605 

Ser Ala Asp lie Leu Gly Thr Ser Lys Met Ser Phe His Val Val Asn 

610 615 620 

Glu Gin Phe Ser Ser Arg Ser Pro Leu Arg Tyr Glu Val Gin Thr Phe 
625 630 635 640 

Leu Asp Tyr Leu Trp Phe Thr Ala Arg Ser Leu Asp Glu Cys Ser Pro 

645 - 650 . 655 

Gin Ala lie Asn Arg Leu Ala Gly Ala Leu Phe His Gly Asp Asn Gly 

660 665 670 

Ser Ala Pro Ala Asn Val Arg Val Ala Val Glu Lys Leu Arg Glu Ala 

675 680 685 

Gly Leu Ser Phe Ser Lys Glu Leu Glu Gly Gly Ser Ala Ser Leu Asp 

690 695 ■ 700 

Thr Gin Tyr Ser Met lie Ala lie Glu Lys Glu Ser Arg Glu Gin Val 
705 710 715 720 

Asn Pro Leu Met lie Val Phe Arg Asn His Ala Leu Glu Gly Ala Ser 

725 730 . 735 

Leu Lys Asn lie Arg Pro Glu Phe Ala Val Gly Glu Gly Tyr Val Leu 

. 740 745 750 

Asn Phe Gly Val Lys Asp Lys Ala Thr Phe Ser Asp Gly Arg Glu Thr 

755 760 765 

Pro Val Gin Gin Phe' His Ala Trp Thr Ser Lys Phe Cys Gin Glu Gly 

770 775 780 

Val Ser Gly Thr Lys Asn Gly Leu Phe Ser Gly Gly Arg Gly Trp Arg 
785 790 795 800 

Met Ala Val Val Leu Asp Gly Tyr Val He Ser Asp Pro Val Leu Asn 

805 810 815 

Val Pro Leu Lys Asp His Ala Ser Val Ser Gly Zaa Phe Ser Tyr Arg 

820 825 830 

Glu Val His Arg Leu : Ala Thr Asp Leu Lys Ser Gly Ala Met Ser Phe 

835 840 845 

He Pro Glu He Leu Ser Glu Glu Val Val Ser Pro Glu Leu Gly Ser 

850 855 860 

Ser Gin Arg Val Gin Gly He Leu Ser Val Val Leu Gly Leu Val Val 
865 870 875 880 

Leu He Val Leu Met Ser Val Tyr Tyr Arg Phe Gly Gly Val He Ala 

. ' 885 890 895 

Ser He Ala Val Leu Leu Asn Leu Leu Leu He Trp Ala Ser Met Gin 

900 905 910 

Tyr Leu Asp Ala Pro Leu Thr Leu Ser Gly Leu Ala Gly He He Leu 

915 920 925 

Ala Met Gly Met Ala Val Asp Ala Asn Val Leu Val Phe Glu Arg He 

930 935 940 

Arg Glu Glu Tyr Leu Leu Thr Arg Ser Leu Ser Glu Ser Val Glu Ala 
945 950 955 960 

Gly Tyr Lys Lys Ala Phe Ser Ala He Phe Asp Ser Asn Leu Thr Thr 

965 970 975 

He Leu Ala Ser Ala Leu Leu Leu Met Leu Asp Thr Gly Pro He Lys 
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980 985 990 

Gly Phe Ala Leu Thr Leu lie lie Gly lie Phe Ser Ser Met Phe Thr 

995 1000 1005 

Ala Leu Phe Met Thr Lys Phe Phe Phe Val He Trp Val Gin Lys Thr 

1010 1015 1020 

Arg Glu Thr Gin Leu His Met Met Asn Lys Phe He Gly He Lys His 
1025 1030 1035 1040 

Asn Phe Leu Lys Glu Cys Lys Arg Leu Trp Val Val Ser Gly Val Val 

1045 1050 1055 

Leu Val Leu Gly Cys Val Gly Leu Gly Phe Gly Ala Trp Asp Ser Val 

1060 1065 1070 

Phe Gly Met Asp Phe Lys Gly Gly Tyr Ala Leu Thr Leu Asp Ser Asp 

1075 1080 1085 

Val Cys Glu Tyr Asn Pro Glu Gin Met Cys Ser Val Leu Arg Lys Arg . 

1090 1095 1100 

Phe Gin Gin He Gly Leu Ser Ser Arg Asp Tyr Arg Val Arg Arg Ala 
1105 1110 1115 1120 

Asp Ser Ser Gly Lys Val Lys He Tyr Leu Ser Gin Asn Ala Leu Asp 

1125 1130 1135 

Arg Val Glu Gin He Glu Gly Ala Gly Ser Glu Gin Lys Gly Ser Asp 

1140 1145 1150 

Tyr His Leu Ala Arg Val Leu Gin Val Leu Ser Asp Ser Gly Ser Ser 

1155 1160 1165 

Thr Thr Ser Met Val Phe Asp Ala Ser Arg Gly Ser Trp Phe Lys Val 

1170 1175 1180 

Ser Gly Gin Leu Ser Asn Lys Met Arg Thr Gin Ala Val He Ala Leu 
1185 1190 1195 1200 

Phe Gly Ala Leu Gly He He Leu Leu Tyr Val Ser Leu Arg Phe Glu 

1205 1210 1215 

Trp Arg Tyr Ala Phe Ser Ala He Cys Ala Leu Met His Asp Leu Leu 

1220 1225 1230 

Ala Thr Cys Ala Val Leu Val Ala Leu His Phe Phe Leu Gin Arg He 
1235 1240 1245 

Thr Asp 
1250 



(2) INFORMATIONS POUR LA SEQ ID NO: 1029: 



(i) C ARACTER I ST I QUES DE LA SEQUENCE: 

(A) LONGUEUR: 12 6 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : cui 



(viii) POSITION DANS LE GENOME: 9 934 08 9 937 85 

<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1029: 

Leu Pro Tyr He Ser Phe Cys Arg Glu Leu Gin He Asp Leu Gin Ala 

15 10 15 

He Gly Ala Leu Met Thr Val Leu Gly Tyr Ser Leu Asn Asn Thr Leu 

2 0 2.5 3 0 

He He Phe Asp Arg He Arg Glu Asp Arg Arg Glu Lys Leu Phe Thr 

35 40 45 

Pro Met Pro He Leu He Asn Asp Ala Leu Gin Lys Thr Leu Gly Arg 
50 55 60 
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Thr Val Met Thr Thr Ala Thr Thr Leu Ser Val Leu Val lie Leu Leu 
65 70 75 80 

Phe Val Gly Gly Gly Ser lie Phe Asn Phe Ala Phe lie Met Thr Val 

85 90 95 

Gly lie Leu Leu Gly Thr Leu Ser Ser Leu Tyr lie Ala Pro Pro Leu 

100 105 110 

Leu Leu Phe Met Val Arg Lys Glu Glu Gin Asn Ser Leu Arg 
115 120 125 



(2) INFORMATIONS POUR LA SEQ ID NO : 1030: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 140 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 9 93 4 1 6 .. 9 9 3 83 5 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 103 0: 

Ser Ser His Asn Phe Arg lie Thr Tyr Ala Gin Ala Tyr Phe lie lie 

15 10 15 

Tyr Arg Arg Glu Phe Cys Ser Ser Leu Arg Thr Met Asn Lys Arg Ser 

20 25 30 

Gly Gly Ala Met Tyr Asn Glu Asp Ser Val Pro Asn Lys lie Pro Thr 

35 .40 45 

Val lie Met Asn Ala Lys Leu Lys lie Glu Pro Pro Pro Thr Asn Asn 

50 55 60 

Lys Met Thr Ser Thr Asp Arg Val Val Ala Val Val lie Thr Val Arg 
65 70 75 80 

Pro Asn Val Phe Cys Asn Ala Ser Leu lie Lys lie Gly lie Gly Val 

85 90 95 

Asn Ser Phe Ser Arg Arg Ser Ser Arg lie Arg Ser Lys lie lie Asn 

100 105 110 

Val Leu Phe Lys Glu Tyr Pro Ser Thr Val lie Asn Ala Pro lie Ala 

115 120 125 

Cys Lys Ser lie Cys Asn Ser Leu Gin Lys Glu Met 
130 135 140 



(2) INFORMATIONS POUR LA SEQ ID NO: 1C31: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 127 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: OUi 



(viii) POSITION DANS LE GENOME: 9 93 882.-9 942 62 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1031: 
Gin Glu Phe Ser Ser Gly Arg Tyr Met Glu Lys Gly Ser Leu Ser Ser 
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1 








5 










10 










1 c 
1 D 




Leu 


Gly 


Gin 


Lys 
20 


Trp 


Asp 


Tyr 


Pro 


Lys 
25 


His 


Asn 


Glu 


Val 


Phe 
30 


Leu 


Lys 


Lys 


He 


Leu 


Lys 


Glu 


Phe 


His 


Leu 


His 


Pro 


Ala 


He 


Ala 


Gin 


Val 


Leu 




35 










40 










45 








He 


Ser 
50 


Arg 


Gly 


Phe 


Gin 


Ser 
55 


He 


Gin 


Glu 


He 


Arg 
60 


Asp 


Fne 


Leu 


Tyr 


Pro 


Gin 


Leu 


Ser 


Ser 


Leu 


His 


Ser 


Thr 


Ser 


Leu 


Phe 


Leu 


Asp 


Met 


Glu 


65 










70 










75 










80 


Lys 


Ala 


Val 


Ala 


Arg 


Leu 


Leu 


Gin 


Ala 


Lys 


Ala 


Asn 


Asn 


GlU 


His 


Val 








85 










90 










95 




Met 


He 


Tyr 


Gly 
100 


Asp 


Gly 


Asp 


Val 


Asp 
105 


Gly 


He 


Thr 


Gly 


Val 
110 


Thr 


Leu 


He 


Val 


Glu 
115 


Phe 


Leu 


Gin 


He 


Leu 
120 


Gly 


Val 


Lys 


Thr 


Ser 
125 


Tyr 


Cys 





(2) INFORMATIONS POUR LA SEQ ID NO: 1032: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 477 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 9 94226.-995656 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1032: 



He 


Ser 


Thx 


Asn 


Thr 


Trp 


Ser 


Glu 


Asn 


Lys 


Leu 


Leu 


Leu 


Thr 


Gly 


Thr 


1 








5 










10 










15 




Leu 


Phe 


Lys 


Gin 


His 


Gly 


Glu 


Thr 


Ala 


Ser 


Leu 


He 


Ser 


Gin 


Met 


Leu 






20 










25 










30 






Gin 


Asp 


Gly 


He 


Ser 


Leu 


Leu 


He 


Thr 


Val 


Asp 


Cys 


Gly 


He 


Thr 


Ala 




3 5 










40 










45 








Gly 


Lys 


Glu 


Val 


Gin 


Ala 


He 


Asn 


Lys 


Gin 


Gly 


He 


Asp 


Val 


He 


Val 


50 










55 










60 










Thr 


Asp 


His 


His 


Met 


Pro 


Thr 


Gly 


Lys 


Leu 


Pro 


His 


Cys 


He 


Ala 


Met 


65 








70 










75 










80 


Leu 


Asn 


Pro 


Lys 


Leu 


Asp 


Lys 


Asn 


Pro 


Tyr 


Pro 


Asn 


Lys 


Glu 


Leu 


Thr 










85 










90 










95 




Gly 


Val 


Gly 


Val 


Ala 


Phe 


Lys 


Leu 


Val 


Cys 


Ala 


Thr 


Tyr 


Glu 


Glu 


Leu 






.100 










105 










110 






He 


Gin 


Gin 


Asp 


Ala 


Ser 


Trp 


Lys 


Asp 


Lys 


He 


Asp 


Leu 


Leu 


Arg 


Phe 






115 










120 










125 








Leu 


Asp 


Leu 


Val 


Ser 


Leu 


Gly 


Thr 


He 


Ala 


Asp 


Val 


Gly 


Arg 


Leu 


Ser 




130 










135 










140 










Gly 


Glu 


Asn 


Arg 


He 


Leu 


Val 


Ser 


Tyr 


Gly 


He 


Lys 


Glu 


He 


Ala 


Lys 


145 










150 










155 










160 


Gly 


Lys 


Arg 


Leu 


Gly 


Leu 


Lys 


Lys 


Leu 


Cys 


Ser 


Leu 


Ser 


Gly 


Val 


Asp 






165 










170 










175 




Lys 


Ser 


Glu 


Val 


Ser 


Ser 


Thr 


Asn 


Leu 


Gly 


He 


Arg 


He 


Thr 


Pro 


Lys 






180 










185 










190 






Leu 


Asn 


Ser 


Leu 


Gly 


Arg 


Leu 


Ala 


Asp 


Ser 


Ser 


Gin 


Gly 


Val 


Lys 


Leu 






195 










200 










205 








Leu 


Leu 


Ser 


Gin 


Asp 


Pro 


Lys 


Asn 


He 


Gly 


Thr 


He 


Val 


Ser 


GlU 


Leu 



210 215 220 
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Ser Ala Val Asn 
225 

Asp Val Glu Arg 

Ala lie Val Leu 
260 

lie Ser Ala Arg 
275 

Ala Leu Gin Asp 

290 . 
Phe Pro Leu Leu 
305 

Tyr Gly Gly His 

Val Glu Gly Phe 
340 

Arg Lys Asp Asp 
355 

Phe Ser Arg lie 
370 

Pro Phe Gly. Lys 
385 

Gin Val Arg Tyr 

Leu Asn Ser Gly 
420 

Asp Lys lie Ser 
435 

Ala Tyr Thr Leu 
450 

Leu Leu lie Gin 
465 



Gin Glu Arg Gin 
230 

lie Leu Ala Ala 
245 

Ala Ser Pro Asn 

Leu Ala Arg Thr 
280 

Gly lie Gly Lys 
295 

Gly Val Leu Arg 
310 

Asp Phe Ala Ala 
325 

Arg Lys Lys Phe 

Ala Met Arg Thr 
360 

Asn Arg Asp Leu 
375 

Gly Asn Val Ser 
390 

Pro Lys Leu Leu 
405 

Glu Arg Asn Leu 

Leu Leu Lys Ala 
440 

Arg lie Met Arg 
455 

Asp Phe Arg lie 
470 



Arg lie Glu Ala 
235 

Asn Pro Lys Leu 
250 

Trp His Ser Arg 
265 

Tyr Asn Lys Pro 

Gly Ser Leu Arg 
300 

Lys Cys Glu Ser 
315 

Gly Leu Met lie 
330 

lie His Leu Val 
345 

Leu Ser Leu Asp 

He Ala Ser Met 
380 

Pro Val Phe Tyr 
395 

Ala Gly Asn His 
410 

Glu Gly Thr Ala 
425 

Asn Trp Asn He 

Arg Ser Ala Arg 
460 

Gin He Pro Arg 
475 



Glu Val Leu Arg 
240 

Thr Ala Gin Ser 
255 

Val He Pro He 
270 

Val Ala He He 
285 

Thr He Gly Ser 

Phe Phe Leu Ser 
320 

Lys Glu Asp Gin 
335 

Ser Ser Ser Leu 
350 

Val Gly Met Asp 
365 

Glu Leu Leu Glu 

Thr Lys Ala He 
400 

Val Lys Leu Tyr 
415 

Phe Gly Gin Gly 
430 

Pro Leu Asp He 
445 

Gly Ala He Arg 
Leu 



(2) INFORMATIONS POUR LA SEQ ID NO: 1033: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 183 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 996063 996611 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1033: 



Met 


Glu 


Cys 


Leu 


Gin 


Gin 


Asp 


Thr 


Gly 


Val 


Glu 


Ala 


Glu 


Gin 


Val 


Gin 


1 








5 










10 










15 




Val 


Gin 


Gin 


Gin 


Glu 


Glu 


Asn 


Ala 


Val 


Pro 


Val 


Thr 


Ser 


Gin 


Arg 


Val 








20 










25 










30 






Ser 


He 


Thr 


Gin 


Ala 


Ala 


Lys 


Leu 


His 


Asn 


Val 


Thr 


Arg 


Gin 


Ala 


He 






35 










40 










45 








Tyr 


Val 


Ala 


He 


Lys 


Gin 


Lys 


Lys 


Leu 


Lys 


Ala 


Ser 


Lys 


Thr 


Thr 


Arg 




50 










55 










60 










Trp 


Glu 


He 


Asp 


Leu 


Gin 


Asp 


Leu 


Glu 


Asp 


Tyr 


Arg 


Arg 


Asn 


Arg 


Tyr 


65 










70 










75 










80 


Ser 


Arg 


Ala 


Lys 


Ser 


Thr 


Tyr 


Gin 


Gly 


Glu 


Leu 


Leu 


Phe 


Asp 


Asn 


Glu 
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Lys Gly Phe Tyr 
100 

Glu Gin Lys lie 
115 

Arg Arg Gly Ser 
130 

Arg Asn Asp Tyr 
145 

Ala Ala Met Arg 

Asp Ala Glu Asn 
180 



85 

Ser Val Gly Gin 

Tyr Tyr Ala Thr 
120 

Ala Trp Val lie 
135 

Leu Lys Lys Glu 
150 

Glu Gly Phe Glu 
165 

Phe lie Ser 



90 

Val Ala Ser Met 
105 

Arg lie Gly Ala 

His Val Ser Glu 
140 

Ala Glu Arg Lys 
155 

Ala Leu Gly Ala 
170 



95 

Leu Asp Val Pro 
110 

Met Lys Gly Glu 
125 

Val Asp Arg Tyr 

Gly Lys Ser Leu 
160 

Asp Leu Leu Ala 
175 



(2) INFORMATIONS POUR LA SEQ ID NO : 1034: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 4 61 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 9 9 6885.-998267 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1034: 



Met 


Thr 


Val 


Gin 


Asn 


Val 


Arg 


Val 


Arg 


Val 


Ala 


Pro 


Ser 


Pro 


Thr 


Gly 


1 








5 










10 










15 




Asp 


Pro 


His 


Val 


Gly 


Thr 


Ala. 


Tyr 


Met 


Ala 


Gin 


Phe 


Asn 


Glu 


Val 


Phe 






20 










25 










30 






Ala 


Arg 


Lys 


Tyr 


Asn 


Gly 


Gin 


Met 


He 


Leu 


Arg 


He 


Glu 


Asp 


Thr 


Asp 




35 










40 










45 








Gin 


Thr 


Arg 


Ser 


Arg 


Asp 


Asp 


Tyr 


Glu 


Ala 


Asn 


He 


Phe 


Leu 


Ala 


Leu 




50 










55 










60 










Lys 


Trp 


Cys 


Gly 


He 


Arg 


Trp 


Asp 


GlU 


Gly 


Pro 


Asp 


Val 


Gly 


Gly 


Ala 


65 










70 










75 










80 


Tyr 


Gly 


Pro 


Tyr 


Arg 


Gin 


Ser 


Glu 


Arg 


Thr 


Glu 


He 


Tyr 


Lys 


Lys 


Tyr 






85 










90 










95 




Ala 


Glu 


He 


Leu 


Leu 


Gin 


Thr 


Asp 


Cys 


Ala 


Tyr 


Lys 


Cys 


Phe 


Ala 


Thr 








100 










105 










110 






Pro 


Gin 


Glu 


Leu 


Gin 


Glu 


Met 


Arg 


Ala 


Val 


Ala 


Ser 


Thr 


Leu 


Gly 


Tyr 






115 










120 










125 








Arg 


Gly 


Gly 


Tyr 


Asp 


Arg 


Arg 


Tyr 


Arg 


Tyr 


Leu 


Ser 


Pro 


Glu 


Glu 


Val 




130 










135 










140 










Arg 


Gin 


Arg 


Glu 


Glu 


Gin 


Gly 


Gin 


Pro 


Tyr 


Thr 


He 


Arg 


Leu 


Lys 


Val 


145 








150 










155 










160 


Pro 


Leu 


Thr 


Gly 


Glu 


Ser 


Val 


Phe 


Glu 


Asp 


Gin 


Cys 


Lys 


Gly 


Arg 


Val 








165 










170 










175 




Val 


Phe 


Pro 


Trp 


Ala 


Asp 


Val 


Asp 


Asp 


Gin 


Val 


Leu 


Val 


Lys 


Ser 


Asp 








180 










185 










190 






Gly 


Phe 


Pro 


Thr 


Tyr 


His 


Phe 


Ala 


Asn 


Val 


Val 


Asp 


Asp 


His 


Leu 


Met 




195 










200 










205 








Gly 


He 


Thr 


His 


Val 


Leu 


Arg 


Gly 


Glu 


Glu 


Trp 


Leu 


Ser 


Ser 


Thr 


Pro 


210 










215 










220 










Lys 


His 


Leu 


Leu 


Leu 


Tyr 


Lys 


Ala 


Phe 


Gly 


Trp 


Glu 


Pro 


Pro 


Gin 


Phe 


225 










230 










235 










240 
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Phe 


His 


Met 


Pro 


Leu 
245 


Leu 


Leu 


Asn 


Pro 


Asp 
250 


Gly 


Ser 


Lys 


Leu 


Ser 
255 


Lys 


Arg 


Lys 


Asn 


Pro 
260 


Thr 


Ser 


lie 


Phe 


Tyr 
265 


Tyr 


Arg 


Asp 


TV 1 _ 

Ala 


Gly 
270 


Tyr 


Lys 


Lys 


Glu 


Ala 
275 


Phe 


Met 


Asn 


Pne 


Leu 
280 


Thr 


Leu 


Met 


Gly 


Tyr 
285 


Ser 


Met 


Glu 


Gly 


Asp 
290 


Glu 


Glu 


lie 


Tyr 


Ser 
295 


Met 


Cj xn 


Arg 


Leu 


Tin 

lie 
300 


Glu 


Ala 


Phe 


Asp 


Pro 


Lys 


Arg 


lie 


Gly 


Arg 


Ser 


Gly 


Ala 


val 


Phe 


Asp 


lie 


Arg 


Lys 


Leu 


3 05 










310 










315 










32 0 


Asp 


Trp 


Met 


Asn 


Lys 
325 


His 


Tyr 


Leu 


Asn 


His 
330 


Glu 


Gly 


Ser 


Pro 


Glu 
335 


Ser 


Leu 


Leu 


Gin 


Glu 
340 


Leu 


Lys 


Gly 


Trp 


Leu 
345 


Trp 


Asn 


Asp 


Glu 


Phe 
350 


Leu 


Leu 


Lys 


lie 


Leu 
3 55 


Pro 


Leu 


Cys 


Gin 


Ser 
360 


Arg 


He 


Thr 


Thr 


Leu 
365 


Ala 


Asp 


Phe 


Val 


Gly 
370 


Leu 


Thr 


Ser 


Phe 


Pne 
375 


Phe 


Thr 


Ala 


I le 


Pro 
380 


Gin 


Tyr 


Ser 


Lys 


Glu 


Glu 


Leu 


Leu 


Pro 


Ser 


Ser 


Leu 


Lys 


Gin 


Glu 


Gin 


Ala 


Ala 


Val 


Met 


385 










390 










395 










400 


Leu 


Tyr 


Ser 


Leu 


Val 
405 


Lys 


Tyr 


Leu 


Glu 


Lys 
410 


Lys 


Asp 


Leu 


Trp 


Glu 
415 


Lys 


Asp 


Phe 


Phe 


Tyr 

420 


Gin 


Gly 


Ser 


Lys 


Trp 

425 


Leu 


Ala 


Glu 


Ala 


Phe 
430 


Gin 


Val 


His 


His 


Lys 
435 


Lys 


Ala 


Val 


lie 


Leu 
440 


Cys 


Tyr 


Met 


Trp 


Leu 
445 


Leu 


Leu 


Val 


Gin 


Asn 
450 


Arg 


Asp 


Phe 


Leu 


Phe 

455. 


Leu 


He 


Arg 


Trp 


Asn 
460 


Tyr 









(2) INFORMATIONS POUR LA SEQ ID NO: 103 5: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 88 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineai re 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 998962.-99 9225 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1035: 



Met 


Lys 


Lys 


Thr 


Ala 


Leu 


Leu 


Ala 


Ala 


Leu 


Cys 


Ser 


Val 


Val 


Ser 


Leu 


1 








5 










10 










15 




Ser 


Ser 


Cys 


Cys 


Arg 


He 


Val 


Asp 


Cys 


Cys 


Phe 


Glu 


Asp 


Pro 


Cys 


Ala 








20 










25 










30 






Pro 


He 


Gin 


Cys 


Ser 


Pro 


Cys 


Glu 


Ser 


Lys 


Lys 


Lys 


Asp 


Val 


Asp 


Gly 






35 










40 










45 








Gly 


Cys 


Asn 


Ser 


Cys 


Asn 


Gly 


Tyr 


Val 


Pro 


Ala 


Cys 


Lys 


Pro 


Cys 


Gly 




50 










55 










60 










Gly 


Asp 


Thr 


His 


Gin 


Asp 


Ala 


Glu 


His 


Gly 


Pro 


Gin 


Ala 


Arg 


Glu 


He 


65 










7 0- 










75 










80 


Pro 


Val 


Asp 


Gly 


Lys 


Cys 


Arg 


Gin 



















85 



(2) INFORMATIONS POUR LA SEQ ID NO: 103 6: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 547 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineal re 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 9 9 93 93 10 0103 3 



(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 103 6: 



Met 


Asn 


Lys 


Leu 


He 


Arg 


Arg 


Ala 


val 


Thr 


lie 




Aia 


vai 


Thr 


Ser 


1 








5 










10 










lb 




Val 


Ala 


Ser 


Leu 


Phe 


Ala 


Ser 


Gly 


Val 


Leu 


Glu 


Thr 


Ser 


Met 


Aia 


CjIU 








20 










25 










J U 






Phe 


He 


Ser 


Thr 


Asn 


Val 


lie 


Ser 


Leu 


Ala 


Asp 


Thr 


Lys 


Aia 


Lys 


Asp 






35 










40 


















Asn 


Thr 


Ser 


His 


Lys 


Ser 


Lys 


Lys 


Ala 


Arg 


Lys 


Asn 


His 


Ser 


Lys 


Glu 




50 










55 










a r\ 
D U 










Thr 


Pro 


Val 


Asn 


Arg 


Lys 


Lys 


Val 


Ala 


Pro 


Val 


His 


Glu 


Ser 


Lys 


Ala 


65 










70 










7 5 










o U 


Thr 


Gly 


Pro 


Lys 


Gin 


Asp 


Ser 


Cys 


Phe 


Gly 


Arg 


Met 


Tyr 


Thr 


vai 


Lys 










85 










9 0 










y b 




Val 


Asn 


Asp 


Asp 


Arg 


Asn 


Val 


Glu 


He 


Thr 


Gin 


Ala 


Val 


Pro 


Lys 


Tyr 








100 










105 










1 1 U 






Ala 


Thr 


Val 


Gly 


Ser 


Pro 


Tyr 


Pro 


Val 


Glu 


lie 


Thr 


Ala 


mr 


Cjiy 


Lys 






115 










12 0 










1A b 








Arg 


Asp 


Cys 


Val 


Asp 


Val 


He 


He 


Thr 


Gin 


Gin 


Leu 


Pro 


Cys 


Glu 


Ala 




130 










135 










140 










Glu 


Phe 


Val 


Arg 


Ser 


Asp 


Pro 


Ala 


Thr 


Thr 


Pro 


Thr 


Aid 


Asp 


Gly 


Lys 


145 










150 










155 










160 


Leu 


Val 


Trp 


Lys 


He 


Asp 


Arg 


Leu 


Gly 


Gin 


Gly 


Glu 


Lys 


Ser 


Lys 


He 










165 










170 










175 




Thr 


Val 


Trp 


Val 


Lys 


Pro 


Leu 


Lys 


Glu 


Gly 


Cys 


Cys 


Phe 


Thr 


Ala 


Ala 








180 










185 










190 






Thr 


Val 


Cys 


Ala 


Cys 


Pro 


Glu 


He 


Arg 


Ser 


Val 


Thr 


Lys 


Cys 


Gly 


Gin 






195 










200 










205 








Pro 


Ala 


He 


Cys 


Val 


Lys 


Gin 


Glu 


Gly 


Pro 


Glu 


Asn 


Ala 


Cys 


Leu 


Arg 




210 










215 










220 










Cys 


Pro 


Val 


Val 


Tyr 


Lys 


He 


Asn 


Val 


Val 


Asn 


Gin 


Gly 


Thr 


Ala 


Thr 


225 










230 










235 










240 


Ala 


Arg 


Asn 


Val 


Val 


Val 


Glu 


Asn 


Pro 


Val 


Pro 


Asp 


Ser 


Tyr 


Ala 


His 










245 










250 










255 




Ser 


Ser 


Gly 


Gin 


Arg 


Val 


Leu 


Thr 


Phe 


Thr 


Leu 


Gly 


Asp 


Met 


Gin 


Pro 








260 










265 










270 






Gly 


Glu 


His 


Arg 


Thr 


He 


Thr 


Val 


Glu 


Phe 


Cys 


Pro 


Leu 


Lys 


Arg 


Gly 






275 










280 










285 








Arg 


Ala 


Thr 


Asn 


He 


Ala 


Met 


Val 


Ser 


Tyr 


Cys 


Gly 


Gly 


His 


Lys 


Asn 




290 










295 










300 










Thr 


Ala 


Ser 


Val 


Thr 


Thr 


Val 


He 


Asn 


Glu 


Pro 


Cys 


Val 


Gin 


Val 


Ser 


305 










310 










315 










320 


He 


Ala 


Gly 


Ala 


Asp 


Trp 


Ser 


Tyr 


Val 


Cys 


Lys 


Pro 


Val 


Glu 


Tyr 


Val 










325 










330 










335 




He 


Ser 


Val 


Ser 


Asn 


Pro 


Gly 


Asp 


Leu 


Val 


Leu 


Arg 


Asp 


Val 


Val 


Val 








340 










345 










350 






Lys 


Asp 


Thr 


Leu 


Ser 


Pro 


Gly 


Val 


Thr 


Val 


Leu 


Glu 


Ala 


Ala 


Gly 


Ala 






355 










360 










365 
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Gin lie Ser Cys 
370 

Gly Glu Ser Leu 
385 

Gin Phe Thr Asn 

Cys Thr Ser Cys 
420 

Thr His Met Cys 
43 5 

Asn Thr Val Tyr 
450 

Thr Asn Val Ser 
465 

Ser Phe Ser Gly 

Phe Asp Ser Leu 
500 

Val Thr Leu Lys 
515 

Leu Ser Ser Asp 

530 
His lie Tyr 
545 



Asn Lys Val Val 
375 

Gin Tyr Lys Val 
390 

Asn Val Val Val 
405 

Ala Glu Ala Thr 

Val Val Asp Thr 
440 

Arg lie Cys Val 
455 

Leu Met Leu Lys 
470 

Pro Thr Lys Gly 
485 

Pro Arg Leu Gly 

Ala Val Ser Ala 
520 

Thr Leu Thr Val 
535 



Trp Thr Val Lys 
380 

Leu Val Arg Ala 
395 

Lys Ser Cys Ser 
410 

Thr Tyr Trp Lys 
425 

Cys Asp Pro Val 

Thr Asn Arg Gly 
460 

Phe Ser Lys Glu 
475 

Thr lie Thr Gly 
4 9:0 

Ser Lys Glu Thr 
505 

Gly Asp Ala Arg 

Pro Val Ser Asp 
540 



Glu Leu Asn Pro 

Gin Thr Pro Gly 
400 

Asp Cys Gly Thr 
415 

Gly Val Ala Ala 
430 

Cys Val Gly Glu 
445 

Ser Ala Glu Asp 

Leu Gin Pro Val 
480 

Asn Thr Val Val 
495 

Val Glu Phe Ser 
510 

Gly Glu Ala lie 
525 

Thr Glu Asn Thr 



(2) INFORMATIONS POUR LA SEQ ID NO: 1037: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 101 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 1 0012 14 .. 10015 1 6 

(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1037: 

Met Ser Thr Val Pro Val Val Gin Gly Ala Gly Ser Ser Asn Ser Ala 

1 . 5 ■ 10 15 

Gin Asp lie Ser Thr Ser Ser Ala Pro Leu Thr Leu Lys Gly Arg lie 

20-25 30 
Ser Asn Leu Leu Ser Ser Thr Ala Phe Lys Val Gly Leu Val Val lie 

35 .40- 45 

Gly Leu Leu Leu Val Met Ala Thr lie Phe Leu Val Ser Ala Ser Phe 

50 55 . 60 

Val Cys Lys Ser His Leu Ser Ser Tyr Ser Cys Tyr Cys Gly Met Arg 
65 .70 75 80 

Glu Tyr Leu Arg Arg Asn Phe lie His Gly Arg lie Leu Phe Ser Gly 

85 90 95 

Glu Met Glu Leu Met 
■ 100 



(2) 
(i) 



INFORMATIONS POUR LA SEQ ID NO: 1038: 
CARACTERISTIQUES DE LA SEQUENCE: 
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(A) LONGUEUR: 91 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 10013 92 . . 1 00 1 6 64 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 103 8: 

Phe Arg Pro Ala Ser Phe Val Asn Pro lie Tyr Leu Ala lie Pro Ala 

1.5 10 15 

lie Val Gly Cys Val Asn lie Cys Val Gly lie Leu Ser Met Glu Gly 

20 25 30 

Tyr Cys Ser Pro Glu Arg Trp Ser Leu Cys Lys Lys lie Leu Lys Ala 

35 40 45 

Ser Glu Asp lie lie Asp Asp Gly Gin lie Asn Asn Ser Asn Lys Val 

50 55 60 

Phe Thr Asp Glu Arg Leu Asn Ala lie Asp Gly Val Val Val Ser Leu 
65 70 75 80 

Ser Arg Arg Asn Ser Leu Val Asp Gin Thr Gin 
85 90 



(2) INFORMATIONS POUR LA SEQ ID NO: 103 9: 

(1) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 625 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 10 0 1823 1 0 03 6 97 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1039: 



Leu 


Leu 


Val 


Leu 


Thr 


Leu 


Phe 


Pro 


Gin 


Leu 


Ala 


Phe 


Ser 


Ala 


Glu 


Pro 


1 








5 










10 










15 




Leu 


Arg 


Arg 


Gin 


Asp 


Val 


Arg 


Lys 


Thr 


Val 


Asp 


Lys 


Leu 


Val 


GlU 


His 








20 










25 










30 






His 


He 


Asp 


Thr 


Gin 


Gin 


He 


Ser 


Pro 


Tyr 


He 


Leu 


Ser 


Arg 


Ser 


Leu 






3 5 










40 










45 








Glu 


Asp 


Tyr 


Val 


Arg 


Ser 


Phe 


Asp 


Ser 


His 


Lys 


Ala 


Tyr 


Leu 


Thr 


Gin 




50 










55 










60 










Asp 


Glu 


Val 


Phe 


Ser 


His 


Ala 


Phe 


Ser 


Glu 


Glu 


Ala 


Thr 


His 


Pro 


Leu 


65 










70 










75 










80 


Phe 


Lys 


Gin 


Tyr 


Gin 


Glu 


Asp 


Asn 


Phe 


Ser 


Ser 


Phe 


Lys 


Glu 


Leu 


Asp 










85 










90 










95 




Thr 


Cys 


He 


Gin 


Gin 


Ser 


He 


Ser 


Arg 


Ala 


Arg 


Glu 


Trp 


Arg 


Ser 


Ser 








100 










105 










110 






Trp 


Leu 


Thr 


Asp 


Ser 


He 


Arg 


Val 


He 


Gin 


Asp 


Ala 


Met 


Ser 


His 


Thr 






115 










120 










125 








He 


Glu 


Lys 


Lys 


Pro 


Ser 


Ala 


Trp 


Ala 


Ser 


Ser 


He 


Glu 


Glu 


Val 


Lys 




130 










135 










140 










Gin 


Arg 


Gin 


Tyr 


Asp. 


Leu 


Leu 


Leu 


Ser 


Tyr 


Ala 


Ser 


He 


Tyr 


Leu 


Glu 


145 










150 










155 










160 
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Asp Ala Ala Lys Asn Arg Tyr Gin Gly Lys Glu His Gly Leu Val Lys 

165 170 175 

Leu Cys lie Arg Gin lie Glu Asn His Glu Asn Pro Tyr lie Gly lie 

ISO 185 190 

Asn Asp His Gly Tyr Arg Met Ser Pro Glu Glu Glu Ala Asn Ser Phe 

195 200 205 

His Val Arg lie lie Lys Ser lie Ala His Ser Leu Asp Ala His Thr 

210 215 220 

Ala Tyr Phe Ser Gin Glu Glu Ala Leu Ser Met Arg Ala Gin Leu Glu 
225 230 235 240 

Lys Gly Met Cys Gly lie Gly Val Val Leu Lys Glu Asp lie Asp Gly 

245 250 255 

Val Val Val Lys Glu Val Leu Ala Gly Gly Pro Ala Asp Lys Thr Gly 

260 265 . 270 

Ser Leu Arg Val Gly Asp lie lie Tyr Arg Val Asn Gly Lys Asn lie 

275 .280 285 

Glu Asn Thr Pro Phe Pro Gly Val Leu Asp Ser Leu Arg Gly Ser Pro 

290 295 300 

Gly Ser Ser Val Thr Leu Asp lie His Arg Gin Asn Asn Asp His Val 
305 310 315 320 

lie Gin Leu Arg Arg Glu Lys lie Leu Leu Asp Ser Arg Arg Val Asp 

325 330 335 

Val Ser Tyr Glu Pro Tyr Gly Asn Gly lie lie Gly Lys lie Thr Leu 

340 345 350 

His Ser Phe Tyr Glu Gly Glu Asn Gin Val Ser Ser Glu Gin Asp Leu 

355 360 365 

Arg Lys Ala lie Arg Glu Leu Gin Glu Lys Asn Leu Leu Gly Leu Val 

370 375 380 

Leu Asp lie Arg, Glu Asn Thr Gly Gly Phe Leu Ser Gin Ala lie Lys 
385 390 . 395 400 

Val Ser Gly Leu Phe Leu Thr Asn Gly Val Val Val Val Ser Arg Tyr 

405 410 415 

Ala Asp Gly Ser Val Lys Arg Tyr Arg Thr lie Ser Pro Gin Lys Phe 

420 425 430 

Tyr Asp Gly Pro Leu Ala Val Leu Val Ser Lys Ser Ser Ala Ser Ala 

435 440 445 

Ala Glu lie Val Ala Gin Thr Leu Gin Asp Tyr Gly Val Ala Leu lie 

450 455 460 

Val Gly Asp Gin Gin Thr Tyr Gly Lys Gly Thr lie Gin His Gin Thr 
465 470 475 480 

lie Thr Gly Ser Asn Ser Gin Glu Asp Phe Phe Lys Val Thr Val Gly 

485 490 495 

Arg Tyr Tyr Ser Pro Ser Gly Lys Ser Thr Gin Leu Glu Gly Val Lys 

500 _ 505 510 

Ser Asp lie Val lie Pro Ser Arg Tyr Ala Glu Asp Lys Leu Gly Glu 

.515 520 525 

Arg Phe Leu Glu Tyr Ala Leu Pro Ala Asp Gin Tyr Asp Asn Val lie 

530- 535 540 

Asn Asp Asn Leu Gly Asp Leu Asp lie Asn lie Arg Pro Trp Phe Gin 
545 . 550 555 560 

Lys Tyr Tyr Ser Pro His Leu Gin Lys Pro Glu Leu Val Trp Arg Glu 

565 570 575 

Met Leu Pro Gin Leu Ala His Asn Ser Gin Glu Arg Leu Glu Lys Asn 

580 585 590 

Lys Asn Phe Glu lie Phe Val Gin His Leu Lys Lys Thr Asn Lys Gin 

595 600 605 

Asp Arg Ser Phe Gly Ser Asn Asp Leu Gin Met Glu Glu Cys Glu His 
610 615 620 

Arg 
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625 



(2) INFORMATIONS POUR LA SEQ ID NO: 1040: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 123 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 1004477 1004845 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1040: 



Met 


Pro 


Thr 


He 


Asn 


Gin 


Leu 


He 


Arg 


Lys 


Lys 


Arg 


Gin 


Ser 


Gly 


Ala 


1 








5 










10 










15 




Thr 


Arg 


Lys 


Lys 


Ser 


Pro 


Ala 


Leu 


Gin 


Lys 


Ser 


Pro 


Gin 


Lys 


Arg 


Gly 








20 










25 










30 






Val 


Cys 


Leu 


Gin 


Val 


Lys 


Thr 


Lys 


Thr 


Pro 


Lys 


Lys 


Pro 


Asn 


Ser 


Ala 






35 










40 










45 








Leu 


Arg 


Lys 


Val 


Ala 


Trp 


Val 


Arg 


Leu 


Ser 


Asn 


Gly 


Gin 


Glu 


Val 


He 




50 










55 










60 










Ala 


Tyr 


He 


Gly 


Gly 


Glu 


Gly 


His 


Asn 


Leu 


Gin 


Glu 


His 


Ser 


He 


Val 


65 










70 










75 










80 


Leu 


Val 


Gin 


Gly 


Gly 


Arg 


Xaa 


Lys 


Asp 


Leu 


Pro 


Gly 


Val 


Arg 


Tyr 


His 










85 










90 










95 




He 


Val 


Arg 


Gly 


Ala 


Leu 


Xaa 


Cys 


Ala 


Ala 


Val 


Lys 


Asn 


Arg 


Lys 


Gin 








100 










105 ; 










110 






Ser 


Arg 


Ser 


Arg 


Tyr 


Gly 


Ala 


Lys 


Arg 


Pro 


Lys 













115 120 



(2) INFORMATIONS POUR LA SEQ ID NO: 1041: 

<i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 131 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 1004 9 9 0 10053 82 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 1041: 

Leu Leu His Gly Lys Lys Ser He Ala Arg 
1 5 10 

Leu Glu Arg Phe Ala Lys Arg Leu Gly Leu 

20. 25 
Phe Glu Glu Ala Leu Glu Asn Ala Lys Pro 

35 40 
Arg Arg Val Gly Gly Ala Thr Tyr Gin Val 

50 55. 
Asp Arg Arg Ser Cys Leu Ala Met Gin Trp 
65 70 



Lys He Val 

Glu Asn Pro 

He Leu Glu 
45 

Pro Val Glu 
60 

He He Lys 
75 



Tyr Gly Ala 
15 

Leu Glu Gly 
30 

Val Arg Ser 

Val Ala Pro 

His Ala Arg 
80 
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Ser Lys Pro Gly Lys Cys Met Glu 
85 

Asp Cys Phe Asn Lys Gin Gly Ala 
100 

His Arg Met Ala Glu Ala Asn Lys 
115 120 
Xaa Asn Val 
130 



Val Gly Leu Ala Asn Glu Leu lie 

90 95 
Thr lie Lys Lys Arg Glu Asp Thr 
105 110 
Ala Phe Ala His Tyr Lys Trp Xaa 
125 



(2) INFORMATIONS POUR LA SEQ ID NO: 1042: 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 694 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME : 1005415 .. 1 0 074 9 6 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1042: 



Met 


Ser 


Asp 


Gin 


Glu 


Pne 


Gly 


Leu 


Asp 


7\ -J _ 

Ala 


Tl- 
116 


Arg 


Asn 


lie 


c?iy 


lie 


1 








c 










i n 

J. U 










X Zj 




Met 


Ala 


His 


He 


Asp 


Ala 


Gly 


Lys 


Thr 


Thr 


Thr 


Thr 


Glu 


Arg 


He 


Leu 








20 










25 










30 






Phe 


Tyr 


Ala 


Gly 


Arg 


Thr 


His 


Lys 


He 


Gly 


Glu 


Val 


His 


Glu 


Gly 


Gly 






35 










40 










45 








Ala 


Thr 


Met 


A.sp 


Trp 


Met 


Glu 


Gin 


Glu 


Gin 


Glu 


Arg 


Gly 


He 


Thr 


He 




50 










55 










60 










Thr 


Ser 


Ala 


Ala 


Thr 


Thr 


Val 


Phe 


Trp 


Leu 


Gly 


Ala 


Lys 


He 


Asn 


He 


65 










70 










75 










80 


He 


Asp 


Thr 


Pro 


Gly 


His 


Val 


Asp 


Phe 


Thr 


He 


Glu 


Val 


Glu 


Arg 


Ser 










85 










90 










95 




Leu 


Arg 


Val 


Leu 


Asp 


Gly 


Ala 


Val 


Ala 


Val 


Phe 


Asp 


Ala 


Val 


Ser 


Gly 








100 










105 










110 






Val 


Glu 


Pro 


Gin 


Ser 


Glu 


Thr 


Val 


Trp 


Arg 


Gin 


Ala 


Asn 


Lys 


Tyr 


Gly 






115 










120 










125 








Val 


Pro 


Arg 


He 


Ala 


Phe 


Val 


Asn 


Lys 


Met 


Asp 


Arg 


Met 


Gly 


Ala 


Asn 




130 










135 










140 










Tyr 


Xaa 


Gly 


Ala 


Val 


Glu 


Ser 


Met 


Arg 


Glu 


Lys 


Leu 


Gly 


Ala 


Asn 


Ala 


145 










150 










155 










160 


Xaa 


Pro 


Val 


His 


Cys 


Pro 


He 


Gly 


Ser 


Glu 


Ser 


Gin 


Phe 


Val 


Gly 


Met 










165 










170 










175 




Val 


Asp 


Leu 


He 


Ser 


Gin 


Lys 


Ala 


Leu 


Tyr 


Phe 


Leu 


Glu 


Glu 


Thr 


Leu 








180 










185 










190 






Gly Ala 


Lys 


Trp 


Glu 


Glu 


Arg 


Lys 


He 


Pro 


Glu 


Asp 


Leu 


Gin 


Glu 


Gin 






195 










200 










205 








Cys 


Ala 


Thr 


Leu 


Arg 


Met 


Gin 


Leu 


Leu 


Glu 


Glu 


Leu 


Ala 


Thr 


Val 


Asp 




210 










215 










220 










Glu 


Ser 


Asn 


Glu 


Ala 


Phe 


Met 


Glu 


Lys 


Val 


Leu 


Glu 


Asn 


Pro 


Asp 


Ser 


225 










230 










235 










240 


He 


Thr 


Glu 


Glu 


Glu 


He 


His 


Thr 


Val 


Met 


Arg 


Lys 


Gly 


Val 


He 


Glu 










245 










250 










255 




Gly 


Lys 


He 


Asn 


Pro 


Val 


Leu 


Cys 


Gly 


Ser 


Ala 


Phe 


Lys 


Asn 


Lys 


Gly 








260 










265 










270 






Val 


Gin 


Gin 


Leu 


Leu 


Asp 


Val 


He 


Val 


Lys 


Trp 


Leu 


Pro 


Ser 


Pro 


Leu 



1723 







Z / J 










280 


















Asp 


Arg 


biy 


Asn 


vai 


Arg 


Gly 


He 


Asn 


Leu 


Lys 


Thr 


Gly 


Glu 


Glu 


Val 




9 Q o 




















j u u 










Ser 


Leu. 


Lys 


Pro 


Ser 


Lys 


Asp 


Gly 


Pro 


Leu 


Ala 


"ft 1 _ 

Ala 


Leu 


Ala 


Phe 


Lys 


JUJ 










Tin 










Tic: 
Ji 1 D 










Tin 
J ^ 0 


Tin 

lie 


L v ie c 


1 111 


Asp 


Pro 


Tyr 


Val 


Gly Arg 


lie 


rpV-\ -v- 

mr 


pne 


lie 


Arg 


lie 


Tyr 










-IOC 
J z _) 




















J J J 




ser 


b iy 


Tnr 


Leu 


Lys 


Lys 


Gly 


Ser 


Ala 


lie 


Leu 


Asn 


Ser 


inr 


Lys 


Asp 








340 










345 










Ten 
J D V 






Lys 


Lys 


pin 


Arg 


lie 


oer 


Arg 


Leu 


Leu 


bill 




li 1 S 


Aia 


Asn 


CjIU 


Arg 






3 55 










360 










J D D 








-L 111. 


A c: r^v 






Vjj _L LI 




Thr 


Val 


Gly 


Asp 


lie 


biy 


Aia 


Cys 


vai 


b iy 




17 0 
~j / w 










375 










7 ft n 

J o u 












Lys 


±r 1 lfcri 


JcL 


Val 


±111 


Gly Asp 


Thr 


Leu 


Cys 


Asp 


blU 


Asn 


oil-* 

bin 


blU 


-_><_>_> 




















■JQC 
J 










4 U U 


1 1 e 


val 


Leu 


bill 


Arg 


lie 


Glu 


Ala 


Pro 


blU 


Pro 


vai 


lie 


Asp 


Met 


Ala 










zi n ^ 










a i n 
4 1 u 










4 1 D 




lie 


bill 


Pro 


Lys 


Ser 


Lys 


Gly Asp Arg 


Glu 


Lys 


Leu 


Ala 


Gin 


Ala 


Leu 








a 9 n 

ft z u 










425 










/! *3 n 
4 J u 






Ser 


Ala. 


Leu 


Ser 


Glu 


Glu 


Asp 


Pro 


Thr 


Pne 


Arg 


Val 


Ser 


Thr 


Asn 


Glu 






rt j j 










440 










/l /l tr 








blU 


inr 


biy 


bin 


Thr 


lie 


He 


Ser 


Gly 


Met 


Gly 


Glu 


Leu 


His 


Leu 


Asp 




4 b U 










455 










/I C f\ 










i l e 


Leu 


Arg 


Asp 


Arg 




He 


Arg 


Glu 


Pne 


Arg 


val 


Glu 


Ala 


Asn 


Val 


/i C cr 










4 / u 










4 / b 










48 0 


biy 


Lys 


Pro 


bin 


vai 


Ser 


Tyr 


Lys 


Glu 


Thr 


lie 


Thr 


Lys 


Thr 


Ser 


Asn 










/toe 










/on 

4 y u 










a o tr 

4 y b 




Ser 


blU 


Thr 


Lys 


Tyr 


va i 


Lys 


Gin 


Ser 


Gly 


Gly 


Arg 


Gly 


Gin 


Tyr 


Ala 








Z) u u 










505 










DlU 






HIS 


vai 


Gys 


Leu 


Glu 


lie 


Glu 


Pro 


Asn 


Glu 


Pro 


Gly 


Lys 


Gly 


Asn 


Glu 
















520 


















vai 


vai 


Ser 


Lys 


lie 


vai 


Gly Gly Val 


Tl- 


Pro 


Lys 


Glu 


Tyr 


He 


Pro 




con 
D j U 










535 










b4 U 












v ai 


lie 


Lys 


biy 


vai 


Glu 


Glu 


Gly 


Leu 


Asn 


Ser 


Gly 


Val 


Leu 


Ala 


J *i _> 




















K c: c 
D j j 










b o U 




Tyr 


biy 


Leu 


vai 


Asp 


Val 


Lys 


Val 


Ser 


lie 


val 


Phe 


Gly 


Ser 


Tyr 










JOJ 










b / u 










b / b 




rl 1 S 


blU 


vai 


Asp 


Ser 


Ser 


Glu 


Met 


Ala 


Phe 


Lys 


T 1 ^ 

l le 


Cys 


Gly 


Ser 


Met 








jOU 










585 










con 








vai 


Lys 


blU 


Ala 


Cys 


Arg 


Lys 


Ala 


Leu 


Pro 


Val 


He 


Leu 


Glu 


Pro 






C Q C 

_> y _> 










600 










6 0 5 








lie 


Men 


Lys 


vai 


rpV-» >~ 

inr 


vai 


He 


Thr 


Pro 


Glu 


Asp 


His 


Leu 


Gly 


Asp 


Val 




Q 1U 










615 










£ o n 










He 


Gly 


Asp 


Leu 


Asn 


Arg 


Arg 


Arg 


Gly 


Lys 


He 


Leu 


Gly 


Gin 


Glu 


Ser 


625 










630 










635 










640 


Ser 


Arg 


Asn 


Met 


Ala 


Gin 


Val 


Ser 


Ala 


Glu 


Val 


Pro 


Leu 


Ser 


Glu 


Met 










64 5- 










650 










655 




Phe 


Gly 


Tyr 


Met 


Thr 


Ser 


Leu 


Arg 


Ser 


Leu 


Thr 


Ser 


Gly 


Arg 


Ala 


Thr 








660 










665 










670 






Ser 


Thr 


Met 


Glu 


Pro 


Ala 


Phe 


Phe 


Ala 


Lys 


Val 


Pro 


Gin 


Lys 


He 


Gin 






675 










680 










685 








Glu 


Glu 


He 


Val 


Lys 


Lys 























690 



(2) INFOPJYEATIONS POUR LA SEQ ID NO; 1043: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 
(A) LONGUEUR: 105 acides amines 



1724 



(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 1007507 1007821 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1043: 



Met 


Lys 


Gin 


Gin 


Lys 


Gin 


Arg 


He 


Arg 


He 


Arg 


Leu 


Lys 


Gly 


Phe 


Asp 


1 








5 










10 










15 




Gin 


Gly 


Gin 


Leu 


Asp 


Gin 


Ser 


Thr 


Ala 


Asn 


He 


Val 


Glu 


Thr 


Ala 


Lys 








20 










25 










30 






Arg 


Thr 


Gly 


Ala 


Arg 


Val 


Val 


Gly 


Pro 


He 


Pro 


Leu 


Pro 


Thr 


Lys 


Arg 






3.5 










40 










45 








Glu 


Val 


Tyr 


Thr 


Val 


Leu 


Arg 


Ser 


Pro 


His 


Val 


Asp 


Lys 


Lys 


Ser 


Arg 




5 0 










55 










60 










Glu 


Gin 


Phe 


Glu 


He 


Arg 


Thr 


His 


Lys 


Arg 


Leu 


He 


Asp 


He 


Leu 


Asp 


65 










70 










75 










80 


Pro 


Thr 


Gly 


Lys 


Thr 


He 


Asp 


Ala 


Leu 


Lys 


Met 


Leu 


Ser 


Leu 


Pro 


Ala 










85 










90 










95 




Gly 


Val 


Asp 


lie 


Lys 


He 


Lys 


Ala 


Ala 

















100. 105 



(2) INFORMATIONS POUR LA SEQ ID NO: 1044: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 29 9 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 1007802 1008698 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1044: 



He 


Leu 


Arg 


Ser 


Arg 


Leu 


Pro 


Asn 


Ser 


Phe 


Asp 


Leu 


Lys 


Met 


Ser 


Leu 


1 








5 










10 










15 




Phe 


Ser 


Lys 


Phe 


Lys 


Ala 


Gin 


Trp 


Met 


Phe 


Leu 


His 


Ser 


Arg 


Glu 


Leu 








20 










25 










30 






Cys 


Ser 


Ser 


Thr 


Ser 


Asp 


He 


Gly 


Asn 


Thr 


Cys 


Ser 


Asp 


Pro 


Val 


Phe 






35 










40 










45 








Gin 


He 


Leu 


Cys 


Asn 


Pro 


Val 


Arg 


Ser 


Glu 


He 


Ser 


Tyr 


Lys 


Val 


Gly 




50 










55 










60 










Asp 


Ser 


Leu 


Gly 


Val 


Phe 


Pro 


Thr 


Asn 


Pro 


Ser 


Thr 


Leu 


Val 


Asp 


Ser 


65 










70 










75 










80 


Val 


Leu 


Asp 


Ala 


Leu 


Gin 


Tyr 


Gly 


Pro 


Arg 


Ser 


Pro 


Val 


Val 


Ser 


Arg 










85 










90 










95 




His 


Ala 


Asp 


Ser 


Val 


Leu 


Pro 


Leu 


His 


Glu 


Phe 


Leu 


Thr 


Ser 


Tyr 


Val 








100 










105 










110 






Asp 


Leu 


Asp 


Lys 


He 


Pro 


Lys 


Ser 


Leu 


Arg 


Pro 


Phe 


Phe 


Pro 


Gly 


Asp 






115 










120 










125 








Leu 


Asp 


Asp 


Thr 


Trp 


Ser 


Leu 


Ala 


Glu 


Ala 


He 


Leu 


Val 


Tyr 


Gin 


Pro 




130 










13 5 










140 










Arg 


He 


Pro 


Phe 


Glu 


Glu 


Phe 


He 


Arg 


Ser 


Ala 


Met 


Pro 


Leu 


Leu 


Pro 
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1 / c 

1 4t _> 










X D U 










X _> J 










i en 
X o u 


Arg 


Pne 


Tyr 


Ser 


lie 


Ala 


Ser 


Ser 


Pro 


x nr 


Cys 


Ser 


nis 


biy 


Lys 


Leu 










_L D D 










X / \J 










1 7 R 

X / _J 




Glu 


Leu 


Leu 


Val 


Arg 


Cys 


val 


Ser 


Pne 


bin 


biy 


Lys 


inr 


bin 


Leu 


Arg 








ion 










X O _) 










ion 

X j u 






Tyr 


Gly 


Leu 


Cys 


Ser 


Ala 


ffie 


Leu 


Cys 


Lys 


Asp 


Leu 


bin 


bXU. 


pi ir 


fin 
bxU 






1 QC 










z_. w w 










205 








Ser 


Pne 


Arg 


biy 


ir ne 


lie 




Pro 


X Ili 


Arg 




XT 11 fci 


X III. 


Leu 


Pin 
b X IX 


b X II 




X U 










71 R 
^ j j 










22 0 










Lys 


Asn 


Phe 


Gly 


Lys 


Pro 


Leu 


He 


Met 


He 


Gly 


Ala 


Gly 


Thr 


Gly 


He 


225 










230 










235 










240 


Ala 


Pro 


Tyr 


Lys 


Gly 


Phe 


Leu 


Gin 


His 


Arg 


He 


Tyr 


His 


Gin 


Asp 


Val 










245 










250 










255 




Gly 


Ser 


Asn 


He 


Leu 


Phe 


Phe 


Gly 


Glu 


Arg 


Phe 


Glu 


Lys 


Ser 


Asn 


Phe 








260 










265 










270 






Tyr 


Tyr 


Arg 


Ala 


Phe 


Ser 


Pro 


Gly 


Ala 


Asp 


Arg 


Phe 


Arg 


Lys 


Thr 


Pro 






275 










280 










285 








Val 


He 


His 


Ser 


Leu 


Phe 


Gin 


Arg 


Phe 


Arg 


Val 













290 295 



(2) INFORMATIONS POUR LA SEQ ID NO: 1045: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 87 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 1009 121 . . 1009381 ) 



(xi) 


DESCRIPTION DE LA 


SEQUENCE: SEQ ID NO: 


: 1045: 








He 


Tyr 


Arg 


Val 


Gly 


He 


Gly 


Gin 


Asp 


Ser 


His 


Arg 


Phe 


Leu 


Pro 


Asp 


1 








5 










10 










15 




Glu 


Asp 


Pro 


Lys 


Pro 


Cys 


He 


Leu 


Gly 


Gly 


He 


He 


Phe 


Glu 


Asn 


Thr 








20 










25 










30 






Pro 


Gly 


Phe 


Glu 


Ala 


Asn 


Ser 


Asp 


Gly 


Asp 


Val 


Val 


Phe 


His 


Ala 


He 






35 










40 










45 








Cys 


Asn 


Ala 


Phe 


Ser 


Ser 


Val 


Thr 


His 


Lys 


Gly 


He 


Leu 


Gly 


Gly 


Leu 




50 










55 










60 










Ala 


Asp 


GlU 


Leu 


Leu 


Lys 


Thr 


Lys 


Gly 


He 


Thr 


Asp 


Ser 


Val 


Val 


Tyr 


65 










70 










75 










80 


Leu 


Gin. 


GlU 


Leu 


Ser 


Pro 


Leu 





















85 



(2) INFORMATIONS POUR LA SEQ ID NO: 1046: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 4 69 acides amines 

(B) TYPE : acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



1726 

(viii) POSITION DANS LE GENOME: 1010648 1012054 



(Xi) DESCRIPTION DE L»A SEQUENCE: SEQ ID NO: 1046: 



Leu 


Asp 


nis 


Leu 


Leu 


ills 


.rt. X ct 


PVi 0 


Pro 

irx \j 




11c 


pi*/ 

0 x y 


pi n 

vj XII 


0 tix 


Tlo 
11c 


Vet 1 


X 


















10 










15 




\jt xn 




LGU 


j_iy s 


Ser 


Gin 


Arg 


Ser 


Arg 


Leu 


Lys 


Met 


He 


Ala 


Ser 


Glu 








20 










25 










3 0 






Asn 




Ser 


S er 


Leu 


Ser 


Val 


Gin 


Leu 


Ala 


Met 


Gly 


Asn 


Leu 


Leu 


Thr 






3 5 










40 










4 5 








Asp 


j_iy s 


TS./Y" 


Cys 


Glu 


Gly 


Ser 


Pro 


Phe 


Lys 


Arg 


Phe 


xy 1 


Ser 


Cv c 
v_y ^ 


Cys 




RO 










55 










60 










\j X u. 


As n 


vai 


7\ or"* 
£\ 0 £J 


Ala 

.T\. j. a. 


He 


Glu 




Glu 


v_y s> 


Ala 


Glu 


Thr 


Ala 


Lys 


Glu 


65 










7 0 










75 










80 


Leu. 


ir 11 e 


vj xy 


.rt. X d 




ij t; x 


AT Fi 


trim 


Val 


Gin 


Pro 


His 


Ser 


Gly 


Ala 


Asp 










85 










90 










95 






Asn 


Leu 


ijeu 


nla 


He 


Met 


Ser 


He 


He 


Thr 


Gin 


Lys 


He 


Gin 


Ser 








100 










105 










110 






Pro 


nla 


Val 


pin 




Lit; Li 


vj xy 


xyr 


Lys 


Thr 


I le 


Asn 


Asp 


Leu 


Pro 


Glu 






lie; 
JL X -J 










120 










12 5 








xn 




Tyr 


pin 


r\X a 


l_i fcr U 


ijy 


Ala 

rt.x a 


Glu 


Met 


Ala 


Gin 


His 


Lys 


v_y 


Leu 




1 on 










X J J 










140 












Pro 


Ser 


Leu 


Asn 


Ser 


pi v 
vj xy 


vj xy 




T .01 1 
l_i cr H 


XXIX 


Hie: 
n x 0 


p.1 v 


1. 111 


v a x 


A r rr 
**x y 


1 D 










1 RO 










155 










160 


Met 


Asn 


lie 


riet 


Ser 


Lys 


Leu 


Mesh 

wet 


nis 


cys 


Leu 


Pro 
Jr X O 


TSrr 

ryr 


Pin 

olU 


Va. 1 


Asn 










ID J 










17 0 
x / vj 










1 7 S 

X / J 




Leu 


Asp 


lill 


Pl 11 
blU 


Leu 


Jrlie 


Asp 


xyr 


Asp 


pin 
\j X u 


Tip 
lie 


Ala 

/\ x a 


i»y s 


V -a 


AT 3 


ys 








1 on 

X O u 










iO J 










19 0 






pin 

oiu 


ril S 


Lys 


T_> v* r\ 


TH r 
X11X 


v a x 


ijeu 


Tip 
lie 


AT ^ 


oiy 




Ser 


Ser 


TVr 

x y L 


Ser 


A"*"~g 






1 QR 

X -7 -3 










200 










2 05 








Air 


rne 


Asn 




Ala 


T'Vi r 

i. XIX 


l_j fcr U. 


T A/C 


Gin 


Tip 

X X fcr 


Ala 


Glu 


Asp 


Cys 


G ly 


Ala 




/ lu 










215 










22 0 










v a X 


Leu 


1 r P 


V ct X 




Met 


Ala 


His 


Phe 


Ala 


Gly 


Leu 


Val 


Ala 


Gly 


Gly 


9 9 R 

£a J> 










23 0 










23 5 










240 




PH £S 


v aX 






vj X U. 


A c n 


■trX v> 




Pro 


xyx 


f\ x a 


A c: ri 


Tip 

1 x 


Val 


Thr 










245 










250 










255 




X 111 


J. III. 


X 111 


Hie; 
n x i> 


' Lys 


Thr 

X 11X 


Leu 


Arg 


Gly 


Pro 


Arg 


Gly 


Gly 


Leu 


Val 


Leu 








260 










265 










27 0 






rVJLCl 


ijy s 


Xaa 


Glu 


xy x 


Ala 


Asn 


Thr 


Leu 


Asn 


Lys 


Ala 


Cys 


Leu 


Xaa 


Met 
















280 










28 5 








Mot- 
Luc u 


vj J.y 


\J Xy 


Pro 

Jr X L/ 


Leu 


Pro 


His 


Val 


He 


Ala 


Ala 


Lys 


Ala 


He 


Ala 


Leu 




Ton 

jl, j yj 










2 95 










3 00 










i->y s 




nlct 


Mpf 

i\lfcr v. 


1 111 


T 1 ca 

j. a. " 


Asn 


Phe 


Arrr 
«x y 


T A/c; 


xy x 


Ala 


His 


Lys 


Val 


Val 


J V J 










J 1 u 










315 










32 0 




Asn 


Ala 


pl n 

bin 


inr 


Leu 


nla 


blU 


Val 


PVl£3 

rne 


bin 


Arg 


Asn 


pit/ 
biy 


Xitr Li 


Arg 










3 2 5 










33 0 










33 5 




Leu 


Leu 


Thr 


Gly 


Gly 


Thr 


Asp 


Asn 


His 


Met 


Leu 


He 


He 


Asp 


Leu 


Thr 








340 










345 










350 






Ser 


Leu 


Gly 


Val 


Pro 


Gly 


Arg 


He 


Ala 


Glu 


Asp 


Met 


Leu 


Thr 


Ser 


Val 






355 










360 










365 








Gly 


He. 


Ala 


Val 


Asn 


Arg 


Asn 


Thr 


He 


Pro 


Ser 


Asp 


Ala 


Ser 


Gly 


Gin 




370 










375 










380 










Trp 


Lys 


Thr 


Ser 


Gly 


He 


Arg 


Leu 


Gly 


Thr 


Pro 


Ala 


Leu 


Thr 


Thr 


Leu 


385 










390 










395 










400 


Gly 


Met 


Gly 


Ser 


Ala 


Glu 


Met 


Glu 


Glu 


Val 


Ala 


Asn 


He 


He 


Val 


Lys 










405 










410 










415 




Val 


Leu 


Arg 


Asn 


He 


Thr 


Val 


Arg 


Ser 


Asn 


Ala 


Glu 


Ser 


Gly 


Ser 


Ser 








420 










425 










430 






Lys 


Ser 


Glu 


Gly 


Glu 


Leu 


Ser 


Glu 


Gly 


He 


Ala 


Gin 


Glu 


Ala 


Arg 


Gin 
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435 440 445 

Arg Val Ala Asp Leu Leu Gly Arg Phe Pro Leu Tyr Pro Glu lie Asp 

450 455 460 

Leu Glu Thr Leu Val 
465 



(2) INFORMATIONS POUR LA SEQ ID NO: 1047: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 152 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 1011942 10123 97 ) 



<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1047: 



Gly 


Val 


Ala 


Lys 


Arg 


Leu 


Pro 


Gly 


Thr 


Ala 


His 


Lys 


Leu 


Asn 


Thr 


Asp 


1 








5 










10 










15 




Pro 


Val 


Asp 


Ala 


Ala 


Lys 


Pro 


Val 


Thr 


Thr 


Val 


Val 


Lys 


Gly 


Glu 


Glu 








20 










25 










30 






He 


He 


Leu 


He 


Trp 


Ser 


Gin 


Thr 


Ala 


Lys 


Leu 


Ala 


Ser 


Thr 


Asp 


Pro 






35 










40 










45 








Pro 


Gly 


Leu 


Leu 


Met 


Thr 


Asn 


Thr 


He 


Gly 


Cys 


Pro 


Gly 


Leu 


Val 


Ser 




50 










55 










60 










Ser 


Lys 


Tyr 


Gin 


Ser 


Phe 


Leu 


Met 


Ala 


Ser 


Ala 


Ala 


Leu 


Phe 


Ser 


Val 


65 










70 










75 










80 


Thr 


Gly 


Ser 


Glu 


Lys 


Lys 


He 


Arg 


Arg 


Glu 


Ser 


Asn 


Asn 


Phe 


Leu 


Ser 










85 










90 










95 




Met 


Thr 


Ser 


Cys 


Asn 


Leu 


Cys 


He 


He 


Ser 


Pro 


Ser 


Gly 


He 


Glu 


Ser 








100 










105 










110 






Pro 


Thr 


Lys 


Leu 


Ala 


Phe 


Pro 


Asp 


Arg 


Phe 


Gin 


Asp 


Lys 


Glu 


Gly 


He 






115 










120 










125 








Phe 


Leu 


He 


Asn 


Gin 


Pro 


His 


Val 


Val 


Ser 


Leu 


Pro 


Glu 


Arg 


Ser 


Leu 




130 










135 










140 










Leu 


Thr 


Ala 


Leu 


Pro 


His 


Phe 


Tyr 



















145 150 



(2) INFORMATIONS POUR LA SEQ ID NO: 1048: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 198 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 1012 042 1012 63 5 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 1048: 

Gly Asn Ala Ser Leu Val Gly Asp Ser Met Pro Glu Gly Glu Met Met 
15 10 15 
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His 


Lys 


Leu. 


Gin 


Asp 


Val 


He 


Asp 


Arg 


Lys 


Leu 


Leu 


Asp 


Ser 


Arg 


Arg 








20 










25 










30 






lie 


Phe 


Phe 


Ser 


Glu 


Pro 


Val 


Thr 


Glu 


Lys 


Ser 


Ala 


Ala 


Glu 


Ala 


He 






35 










40 










45 








Lys 


Lys 


Leu. 


Trr> 


Tvr 


Leu 


Glu 


Leu 


Thr 


Asn 


Pro 


Glv 


Gin 


Pro 


He 


Val 




50 










55 










60 










Phe 


Val 


He 


Asn 


Ser 


Pro 


Glv 


Glv 


Ser 


Val 


Asp 


Ala 


Ser 


Phe 


Ala 


Val 


65 










70 










75 










80 


Tro 


Asp 


Gin 


He 


Lys 


Met 


He 


Ser 


Ser 


Pro 


Leu 


Thr 


Thr 


Val 


Val 


Thr 










85 










90 










95 




Glv 


Leu 


Ala 


Ala 


Ser 


Thr 


Glv 


Ser 


Val 


Leu 


Ser 


Leu 


Cvs 


Ala 


Val 


Pro 








100 










105 










110 






Gly 


Arg 


Arg 


Phe 


Ala 


Thr 


Pro 


His 


Ala 


Arg 


He 


Met 


He 


Thr 


Lys 


Pro 






115 










120 










125 








Ser 


lie 


Gly 


Gly 


Thr 


He 


Thr 


Gly 


Gin 


Ala 


Thr 


Asp 


Leu 


Asp 


He 


His 




130 










13 5 










140 










Ala 


Arg 


Glu 


Xaa 


Leu 


Lys 


Thr 


Lys 


Ala 


Arg 


He 


He 


Asp 


Val 


Tyr 


Val 


145 










150 










155 










160 


Glu 


Ala 


Thr 


Gly 


Gin 


Ser 


Pro 


Glu 


Val 


He 


Glu 


Lys 


Ala 


He 


Asp 


Arg 










165 










170 










175 




Asp 


Met 


Trp 


Met 


Ser 


Ala 


Asn 


Glu 


Ala 


Met 


Glu 


Phe 


Gly 


Leu 


Leu 


Asp 








180 










185 










190 






Gly 


He 


Ser 


Leu 


Leu 


Phe 























195 



(2) INFORMATIONS POUR LA SEQ ID NO: 1049: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR: 90 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION-: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 1012593 .. 1012862 
(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1049: 



Ser 


Asn 


Gly 


Val 


Trp 


Thr 


Val 


Arg 


Trp 


Asp 


Phe 


Ser 


Ser Leu 


Leu 


Thr 


1 








5 










10 








15 




Thr 


Cys 


Arg 


Tyr 


Leu 


Leu 


Tyr 


Ser 


Gly 


Ala 


Gly 


Asn 


Ser Phe 


He 


Leu 








20 










25 








30 






Gly 


Glu 


Ser 


Met 


Pro 


Ser 


Leu 


Glu 


Asp 


Val 


Leu 


Phe 


Leu Cys 


Gin 


Glu 






35 










40 










45 






Glu 


Met 


Val 


Asp 


Gly 


Phe 


Leu 


Cys 


Val 


Glu 


Ser 


Ser 


Glu He 


Ala 


Asp 




50 










55 










60 








Ala 


Lys 


Leu 


Thr 


Val 


Phe 


Asn 


Ser 


Asp 


Gly 


Ser 


He 


Ala Ser 


Met 


Cys 


65 










70 










75 








80 


Gly 


Asn 


Gly 


Leu 


Gin 


Ser 


Gin 


Trp 


Arg 


Thr 













85 90 



(2) INFORMATIONS POUR LA SEQ ID NO: 1050: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 210 acides amines 

(B) TYPE: acide amine 
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(D) CONFIGURATION: lineaire 
(iii) HYPOTHETIQUE: oui 

(viii) POSITION DANS LE GENOME: 1012811 10 13 440 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 1050: 

Trp lie Tyr Arg Val Tyr Val Arg Glu Trp Val Ala Val Ala Met Ala 

15 10 15 

His Val Ala Gin Cys Phe Gly Leu Glu Asp Val Ser lie Glu Thr Glu 

20 25 30 

Arg Gly Val Tyr Gin Gly Lys Phe Phe Ser Met Asn Arg Val Leu Val 

35 40 45 

Asp Met Thr Leu Pro Asp Trp Lys Lys Ala Glu Arg Lys Leu Thr His 

50 .55 .60 

Val Leu Pro Gly Met Pro Glu Gin Val Phe Phe lie Asp Thr Gly Val 
65 70 75 80 

Pro His Val Val Val Phe Val Ser Asp Leu Ser Lys Val Pro Val Gin 

85 90 95 

Glu Trp Gly Ser Phe Leu Arg Tyr His Glu Asp Phe Ala Pro Glu Gly 

100 105 110 

Val Asn Val Asp Phe Val Gin Arg Lys Lys Asp Asp Leu Leu Leu Val 

115 120 125 

Tyr Thr Tyr Glu Arg Gly Cys Glu Arg Glu Thr Leu Ser Cys Gly Thr 

130 135 140 

Gly Met Leu Ala Ser Ala Leu Val Ala Ala Asp lie Phe Ser Leu Gly 
145 150 155 160 

Gin Asp Phe Ser lie Ala Val Cys Ser Arg Ser Arg Asn Leu lie Lys 

165 170 175 

lie Phe Ser Glu Lys Gly Lys Val Phe Leu Glu Gly Pro Val Ser Leu 

180 185 190 

Leu Asn Arg Ser Glu Asn Phe Gly Trp Leu Glu Pro Lys Ser Arg Arg 
195 200 205 

Phe Gly 
210 



(2) INFORMATIONS POUR LA SEQ ID NO : 1051: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 200 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 1013456 ... 1014055 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1051: 

His Lys Arg Glu Leu Leu Ser Asn Arg Ala Ser Pro lie Leu Glu Pro 

1 5 10 15 

Met Thr Thr Tyr Pro Val Pro Gin Asn Pro Leu Leu Leu Arg Val Leu 

20 25 30 

Arg Leu Met A.sp Ala Phe Ser Lys Ser Asp Asp Glu Arg Asp Phe Tyr 
35 40 45 
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Leu Asp Arg Val Xaa Gly Phe lie Leu Tyr lie Asp Leu Asp Lys Asp 

50 55 60 

Gin Glu Asp Leu Asp Lys lie Tyr Gin Glu Leu Glu Glu Asn Ala Asp 
65 70 75 80 

Arg Tyr Cys Leu lie Pro Lys Leu Thr Phe Tyr Glu lie Lys Lys lie 

85 90 95 

Met Glu Thr Phe Val Asn Glu Lys lie Tyr Asp lie Asp Thr Lys Glu 

100 105 110 

Lys Phe Leu. Glu lie Val Gin Ser Lys Asn Ala Arg Glu Gin Phe Gin 

115 120 125 

Glu Phe Leu Tyr Asp His Glu Thr Glu Gin Glu Lys Trp Gin Gin Phe 

130 135 140 

Tyr Val Glu Arg Ser Arg lie Arg lie lie Glu Trp Leu Arg Asn Asn 
145 150 155 160 

Gin Phe Gin Phe Val Phe Glu Glu Asp Leu Asp Phe Ser Lys His lie 

165 170 175 

Leu Glu Gin Leu Lys Val His Leu Phe Asp Ala Lys Val Ser Lys Glu 

180 185 190 

Leu Thr Gin Ala Arg His Phe Phe 
195 200 



(2) INFORMATIONS POUR LA SEQ ID NO: 1052: 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 171 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : 10 13 977 1014489 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1052: 

Ala His Phe Arg Thr Thr Glu Gly Thr Ser lie Arg Cys Gin Gly lie 

1 5- 10 15 

Glu Arg Val Asn Thr Gly Ala Ser Leu Leu Leu Asn Lys Ser Lys Val 

20 25 30 

Tyr Tyr Ser Asn Glu Ala Leu Asn Pro Arg Pro Lys Arg Gly Arg Pro 

35 40 45 

Pro Lys Gin Ser Ala Lys Val Glu Ala Glu Thr Thr lie Ser Asn Asp 

50 53 60 

lie Tyr Thr Lys Val Pro Ser Ala Ala Arg Arg Phe Leu Phe Leu Pro 
65 70 75 80 

Glu lie Thr Ser Pro Ser Ser Leu Thr Phe Ser Glu Lys Phe Asp Thr 

85 90 95 

Glu Glu Glu Phe Leu Ala His Leu Arg Gly Gly Gly Arg Leu Glu Asp 

100 105 110 

Gin Leu Asn Leu Ala Lys Phe Ser Glu Arg Phe Asp Ser Leu Arg Glu 

115 120 125 

Leu Ser Ala Lys Leu Gly Tyr Asp Ser Asp Gly Glu Thr Gly Asp Phe 

130 135 140 

Phe Asn Glu Glu Tyr Asp Asp Glu Glu Glu Glu lie Lys Pro Lys Lys 
145 150 155 160 

Thr Thr Lys Arg Gly Arg Lys Lys Ser Arg Ser 
165 170 
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(2) INFORMATIONS POUR LA SEQ ID NO : 1053: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 23 2 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 1014529 1015224 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1053: 

Asn Ser Leu Glu Thr lie Met Thr Asp Phe His Asp Lys Pro Asn lie 

1 5 .10 15 

Gin lie Met Phe Asp Ser Leu Ala Pro Thr Tyr Asp Lys lie Asn Gly 

20 25 30 

lie Leu Ser Leu Gly Leu His lie Ala Trp Asn Asn Ala Leu Val Ser 

35 40 45 

Leu Leu Gly Glu Thr Asn His Leu Leu Asp Leu Cys Ala Gly Thr Gly 

50 55 60 

Arg Val Ala Leu Ser Tyr Val Gin Asn Tyr Pro Arg Ala Ser Ala Thr 
65 70 75 80 

Leu Val Asp Phe Ser Thr Lys Met Leu Glu Asn Val Gin Lys Arg His 

85 90 95 

Pro Ser Ala Pro Phe Ser Tyr lie Thr Ser Asp Val Thr Kis Leu Pro 

100 105 110 

Leu Pro Asp Asn Thr Phe Arg Leu Ala Ser Met Ala Tyr Gly Leu Arg 

115 120 125 

Asn Leu Set Tyr Pro Leu Glu Ala Leu Arg Glu Val Tyr Arg Val Leu 

130 135 140 

Gin Pro Gly Gly His Leu Gly. lie Leu Glu Leu Thr Arg Pro Ala Thr 
145 150 155 160 

Tyr Asn Pro Val Tyr Leu Leu. His Lys Leu Tyr Leu Asn Leu Val Val 

165 . 170 175 

Pro Ser Val Gly Arg Phe Tyr Ser Gly Asn Ser Tyr Ala Tyr Ser Tyr 

180 185 190 

Leu Lys Glu Ser lie Arg Asp Leu Pro Arg Met Pro Leu Ser Lys Gin 

. 195 200 205 

Ser Phe Met Gin Arg lie Tyr Ala Leu Ser Gly Asn Ala Asn Tyr Phe 

210 215 220 

Leu Ala Gin Gin Pro Phe Gly Phe 
225 230 



(2) INFORMATIONS POUR LA SEQ ID NO: 1054: 

(i> CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 286 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement { 1 01 5 14 5 . . 1 01 60 02 ) 
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(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1054: 



Arg 


Asp 


Val 


Pro 


Ser 


His 


Asn 


Thr 


Thr 


Tro 


Ser 


Tvr 


Pro 


Met 


Leu 


Ser 










5 










10 










15 




V7J.11 


p"h o 
nit: 


Gin 


Asp 


Arg 


Leu 


Asn 


He 


Glv 


Cvs 


Val 


Arg 


Tvr 


Val 


Asn 


Ala 








2 0 










25 










3 0 






J-j tr Li. 


XT J. U 




Ser 


Ser 


Gly 


Leu 


Ser 


Gin 


Ala 


Pro 


Gly 


Val 


Ser 


Leu 


Leu 






35 










40 










45 








Met 


Asp 


Thr 


Pro 


Thr 


Asn 


Leu 


Val 


Pro 


Lys 


Leu 


Leu 


Ser 


Arg 


Glu 


He 




5 0 










55 










60 












xy j. 


Ala 


Leu 


Thr 


Ser 


Val 


Ala 


Ala 


Thr 


Phe 


Ser 


Ser 


Ser 


Leu 


His 


65 










70 










75 










80 




Val 


Ser 


Ser 


Phe 


Glv 


He 


Ala 


Ala 


Tvr 


Lys 


Lys 


He 


Leu 


Ser 


Val 










85 










90 










95 




Asn 


Leu 


His 


Ala 


Thr 


Ser 


Gin 


Phe 


Phe 


Ala 


Lvs 


Glu 


Ala 


Pro 


His 


He 








100 










105 










110 






Ala 


Ala 


Thir 


Lys 


Glu 


Ser 


Leu 


Ser 


Ser 


He 


Leu 


Leu 


Leu 


Arg 


Val 


Leu 






115 










120 










125 








Cys 


Glu 


Asn 


Leu 


Trp 


Asn 


He 


Pro 


Phe 


Pro 


Ser 


Val 


Thr 


Leu 


Leu 


Ser 




130 










135 










140 










Ser 


Asp 


Ser 


lie 


Leu 


Thr 


Gin 


Ala 


Glu 


His 


Tvr 


Asp 


Ala 


Leu 


Leu 


Leu 


145 










150 










155 










160 


lie 


Glv 


Asp 


Thr 


Ala 


Leu 


Arg 


His 


Pro 


He 


He 


Pro 


Gly 

J: 


Phe 


His 


Thr 










165 










170 










175 




•"Pvr 
xy j_ 


Asp 


Leu 


Ala 


Ala 


Ser 


TrD 


Tvr 


Asp 


Leu 


Thr 


Ala 


Lys 


Pro 


Phe 


Val 








180 










185 










190 






Phe 


Ala 


Gly 


He 


Leu 


Ser 


Leu 


Ser 


Ser 


Thr 


He 


Ser 


Phe 


Gin 


Leu 


Gin 






195 










200 










205 








Gin 


Glu 


Phe 


Ser 


Ser 


Thr 


Leu 


Asn 


Tyr 


Phe 


Gin 


Asn 


His 


Lys 


Glu 


Asp 




210 










215 










220 










lie 


Thr 


Ser 


Lys 


Ala 


Ala 


Ala 


Leu 


Leu 


Lys 


Leu 


Pro 


Glu 


Ser 


Leu 


Met 


225 










230 










235 










240 


Gin 


Glu 


Tyr 


Tyr 


Thr 


Leu 


Cys 


Arg 


Tyr 


Glu 


Leu 


Ser 


Glu 


Glu 


Asp 


Phe 










245 










250 










255 




Ala 


Gly 


Leu 


Glu 


Gin 


Phe 


Arg 


Asp 


Tyr 


Tyr 


Asp 


Arg 


Leu 


Pro 


Arg 


Gin 








260 










265 










270 






Ala 


Lys 


Tyr 


Pro 


Asn 


His 


Val 


Arg 


Phe 


Ser 


Cys 


Ala 


Tyr 


Leu 







275 280 285 



(2) INFORMATIONS POUR LA SEQ ID NO: 1055: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR; 3 52 acides. amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 101593 9 10169 94 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1055: 

Leu Phe Asp Asp Tyr Leu Ser Gly Ala Arg Leu Ser Glu Lys Gin Ala 

1 .5 10 15 

Leu Gin Leu Leu Leu Val Asp Ala Glu Asp Gin Gin Ala Leu Trp Ser 

20 25 30 

Phe Ala Asp Leu He Arg Ala Asn Arg Val Gly Asp Thr Val Phe Tyr 
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He 
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Pro 


Asp 
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Leu. 
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Ala 
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Ser 
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Leu 


Ser 


Lys 
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260 










265 










77 0 






Val 


Ala 


Arg 


Leu 


Phe 


Leu 


Asp 


Asn 


He 


Pro 


Asn 


He 


Lys 


Ala 


Leu 


Trp 






275 










280 










285 








Asn 


Tyr 


Leu 


Gly 


Leu 


Asp 


Val 


Ala 


Leu 


His 


Leu 


Leu 


Ser 


Cys 


Gly 


Xaa 




290 










295 










300 










Asn 


Asp 


Leu 


Ser 


Ser 


Thr 


His 


Gin 


Gly 


Glu 


Lys 


Val 


Phe 


Arg 


Met 


Ala 


305 










310 










315 










320 


Ser 


Ser 


Gin 


Glu 


Pro 


He 


Arg 


Met 


Asp 


He 


Glu 


Gly 


Met 


Ser 


His 


Leu 










325 










330 










335 




He 


He 


Gin 


His 


Gly 


Arg 


He 


Pro 


Cys 


Leu 


Val 


Asn 


Ser 


Lys 


Thr 


Val 



340 345 350 



(2) INFORMATIONS POUR LA SEQ ID NO : 1056: 

(i) CARACTERISTIQUES DE -LA SEQUENCE: 

(A) LONGUEUR: 174 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME : complement ( 1 0 17245 1 0177 66 ) 

(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 1056: 

Arg Glu Thr Cys Val Phe Gly Phe Val Ala Gly Gly Leu Asp Asp Arg 
15 10 15 

Asn Leu Tyr Asn His Phe Phe Asp Ser Asp Gin Gin Gin Tyr Ser Pro 
20 25 30 
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Gly Leu Thr Ala Val lie Cys Asn Lys Tyr Ser Arg Asp Ser Leu Leu 

35 40 45 

Glu Ala Leu Tyr Gin Arg Gin Cys Tyr Ala Thr Thr Gly Gin Arg lie 

50 55 60 

lie Val Asn Phe Gin lie Thr Ser Ala Pro Met Gly Ser Glu Leu Ser 
65 70 75 80 

Thr Ala lie Lys Pro Gly Leu Val lie Asn Arg His lie Ser Gly Tyr 

85 90 95 

Val Ala Gly Thr Ala Lys He Ala Ser He Glu He He Arg Asn Gly 

100 105 110 

Asp He Leu His Pro Phe His Pro Asp Gly Asn Asn Phe Glu Tyr Glu 

115 120 . . 125 

Tyr Asp Asp Leu Ser Pro Phe Ala Gin Val Thr Leu Lys Asp Pro Gin 

130 135 140 

Asn Gly Ala Pro Phe Ala Phe Tyr Tyr Leu Arg Val Thr Gin Glu Asn 
145 150 155 160 

Gly Ala Met Ala Leu Ser Ser Pro Xaa Trp He Asp Leu Asn 
165 170 



(2) INFORMATIONS POUR LA SEQ ID NO : 1057: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 332 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii). POSITION DANS LE GENOME: complement ( 1017916 .. 10189 11 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1057: 

Lys Arg Leu Pro Arg He Leu Trp Leu Gin Lys Leu Cys Met Leu Pro 

15 10 15 

Glu Ala He Ser Leu Leu Ser Asn Leu Leu Ser Leu Val Met Trp Lys 

2 0 2 5 3 0 

Leu Gly Thr Leu Ser Leu Leu Phe Leu Ala Pro Leu Pro Thr Ser Leu 

35 40 45 

Lys Arg Thr Leu Gin Val Met Val Leu Asn Tyr Leu Leu Asn Ala Val 

50 55 60 

Asn Leu Ser Leu Phe Met Leu Thr His Gin Gly Lys Asp Leu Leu Lys 
65 70 _ 75 80 

Asp Pro Asp lie Phe Thr Met Asp He Arg Gly Asn Val Leu Lys Asn 

85 90 95 

He Arg He Phe Ala Pro Ser Tyr Val He Lys Asn Lys Arg Phe Asp 

100 105 110 

He Thr Val Arg Phe Glu Asp Glu Phe Gly Asn Leu Thr Asn Phe Ser 

115 120 125 

Pro Glu Glu Thr His He Glu Leu Ser Tyr Glu His Leu Arg Glu Asn 

130 135 140 

Leu Asn Trp Gin Leu Phe He Pro Glu Thr Gly Phe Val He Leu Pro 
145 150 155 160 

Asn Leu Tyr Phe Asn Glu Pro Gly He Tyr Arg He Gin Leu Arg Asn 

165 170 175 

Gin Ala Thr Lys Glu Val Phe Thr Ser Ala Pro He Lys Cys Phe Ala 

180 185 190 

Glu Thr Ser Ser His Leu Leu Trp Gly Leu Leu His Gly Glu Ser Asp 
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195 










200 










205 








Ara 


Val 
210 


Asp 


Ser 


Glu 


Glv 


Asn 
215 


He 


Glu 


Ser 


Cys 


Leu 
220 


Arg 


Tvr 


Phe 


Arg 


Asp 


Asp 


Cvs 


Ala 


Leu 


Asn 


Phe 


Phe 


Ala 


Thr 


Ser 


Ser 


Phe 


Glu 


He 


Gin 


225 










23 0 










235 










24 0 


Asp 


Glv 


Leu 


Thr 


Pro 
245 


Glu 


Thr 


He 


Lys 


Thr 
250 


He 


Asn 


Gin 


Thr 


Val 
255 


Ala 


Asp 




Asn 


Glu 
260 








rlJic 


Tip 
lit; 

265 


Ala 




O fc= JL 




nJ.a 

27 0 


Pin 


Tyr 


Leu 


Ser 


GlU 
275 


Glu 


Pro 


Gly 


Glu 


Gly 
280 


He 


Arg 


Glu 


Val 


Leu 
285 


Leu 


Met 


Lys 


Glu 


Pro 
290 


Lys 


Ser 


Pro 


Gly 


Lys 
295 


His 


Lys 


Glu 


Cys 


Lys 
300 


Leu 


Phe 


Pro 


Leu 


Ser 


Lys 


Leu 


Tyr 


Lys 


Gin 


Ser 


Thr 


Ser 


His 


Glu 


Leu 


He 


Ser 


He 


Pro 


305 










310 










315 










320 


Gin 


Leu 


His 


Cys 


Phe 
325 


Lys 


Glu 


He 


Trp 


He 
330 


Gin 


Phe 











(2) INFORMATIONS POUR LA SEQ ID NO : 1058: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 204 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complemen t ( 1 0 18580 . . 1 0 1 9 1 9 1 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 1058: 



Arg 


Ser 


Ser 


Val 


Lys 


His 


Ala 


Lys 


Ala 


Lys 


Phe 


Leu 


Gin 


He 


Lys 


Asp 


1 








5 










10 










15 




Phe 


Leu 


Val 


Thr 


Arg 


Thr 


Tyr 


He 


Leu 


Val 


Ala 


Met 


Arg 


Arg 


Ser 


Val 








20 










25 










30 






Cys 


Tyr 


Val 


Thr 


Pro 


Ser 


Val 


Ala 


Arg 


Ala 


Gly 


Gin 


He 


Ser 


Thr 


Trp 






35 










40 










45 








Arg 


Phe 


Glu 


Tyr 


Ser 


Ser 


Ala 


Asn 


Phe 


Leu 


Pro 


GlU 


Gly 


Thr 


Leu 


Leu 




50 










55 










60 










Lys 


Phe 


Asp 


Leu 


Gly 


He 


Asp 


Gly 


Arg 


Pro 


He 


Asp 


Trp 


Glu 


He 


Pro 


65 










70 










75 










80 


Ser 


He 


Asp 


Leu 


Ser 


Gin 


Ero 


Cys 


Asn 


Thr 


He 


Tyr 


Leu 


Glu 


Thr 


Pro 










85 










90 










95 




Ser 


Glu 


Asp 


He 


Val 


Ala 


Ala 


Lys 


Ala 


Val 


Tyr 


Ala 


Pro 


Gly 


Gly 


Tyr 








100 










105 










110 






He 


Pro 


Thr 


Phe 


Glu 


Phe 


Thr 


Leu 


Pro 


Cys 


Asp 


Val 


GlU 


Ala 


Gly 


Asp 






115 










120 










125 








Thr 


Phe 


Ser 


He 


He 


Leu 


Gly 


Ser 


Ser 


Pro 


Asn 


Phe 


Pro 


Gin 


Glu 


Asp 




130 










135 










140 










Ser 


Ser 


Gly 


Asn 


Gly 


Ala 


Gin 


Leu 


Phe 


Thr 


Gin 


Arg 


Arg 


Lys 


Pro 


Phe 


145 










15 0 










155 










160 


Ser 


Leu 


Tyr 


Val 


Asp 


Pro 


Ser 


Gly 


Lys 


Gly 


Ser 


Phe 


Glu 


Arg 


Ser 


Arg 










165 










170 










17 5 




Tyr 


Leu 


His 


Asn 


Gly 


Tyr 


Gin 


Arg 


Lys 


Cys 


He 


Lys 


Lys 


Tyr 


Pro 


Asp 








180 










185 










190 






Phe 


Cys 


Ser 


Phe 


Leu 


Cys 


Asp 


Gin 


Lys 


Gin 


Thr 


Leu 











195 200 
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(2) INFORMATIONS POUR LA SEQ ID NO : 1059: 

(i) CARACTERISTIQUES DE LA SEQUENCE : 

(A) LONGUEUR; 123 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 



(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement < 101983 1 102 01 9 9 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1059: 



Arg 


Leu 


Ser 


Leu 


Met 


Asn 


Thr 


Asp 


Leu 


Gin 


Lys 


Ala 


Phe 


Val 


Ser 


Met 


1 








5 










10 










15 




Glu 


Asp 


He 


Val 


Glu 


Glu 


He 


Phe 


Gly 


Glu 


He 


Ala 


Asp 


Glu 


Tyr 


Asp 








20. 










25 










30 






Asp 


Gin 


Glu 


Asp 


Val 


His 


Tyr 


Lys 


Xaa 


He 


Gly 


Asn 


Ala 


Trp 


He 


Val 






35 










40 










45 








Asp 


Gly 


Arg 


Met 


Asn 


He 


Ser 


Asp 


Ala 


Glu 


Glu 


Cys 


Phe 


Gly 


Leu 


His 




50 










55 










60 










He 


Glu 


His 


Glu 


Ser 


Ser 


Tyr 


Asp 


Thr 


Leu 


Gly 


Gly 


Tyr 


Val 


Phe 


His 


65 










70 










75 










80 


Lys 


Leu 


Gly 


Ala 


Val 


Pro 


Glu 


Lys 


Gly 


Met 


Lys 


He 


Tyr 


Tyr 


Glu 


Asp 










85 










90 










95 




Phe 


Ala 


He 


Asp 


He 


Leu 


Ser 


Cys 


Ser 


Asp 


Arg 


Ser 


Val 


Glu 


Lys 


Met 








100 










105 










110 






Lys 


He 


Thr 


Pro 


Arg 


Arg 


Arg 


Lys 


Pro 


Leu 


Ser 













115 120 



(2) INFORMATIONS POUR LA SEQ ID NO : 10 60: 



(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 298 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 1 02 01 14 1 02 1 0 07 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1060: 

Ala Ser Ser Leu Phe Val Asp Ser Pro Asn Asn Phe Phe Tyr Arg Ser 

15 10 15 

Trp Leu Phe Ser Pro Leu lie Met Leu Tyr He Leu Leu Ala He He 

20 25 30 

Val Leu Phe Leu Phe Leu Gly Ser Ala Thr His Arg Arg Ala Ser He 

35 40 45 

Ser Ala Tyr Gly Gly Glu Gly Leu Pro Pro Phe Ser Ser Cys Pro Lys 

50 55 60 

Val Leu Pro Leu Leu Cys Leu He Tyr Gly Met Leu Gly Ala Pro Val 
65 70 75 80 

Tyr Gin Tyr He His Asn Phe Phe Ser Leu Ser Pro Ser He Phe Trp 
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85 90 95 

Leu lie Phe Leu Ser Leu Ala Leu Val lie Tyr Lys Phe Leu Pro Leu 

100 105 110 

Cys Pro Gly Tyr Ser Asp Asp Ser Phe Ser Tyr Lys Val Ser Ser Ser 

115 120 125 

Thr Val Lys Thr Leu Glu Asn Cys Leu Ala Gly Phe Lys Thr Pro Ser 

130 135 140 

lie Thr Ala Met Gin Gin Thr Pro Pro Pro Glu Pro Pro Asn Glu Leu 
145 150 155 160 

Ser Thr Asn lie Ser Cys Leu Asn His Met lie Ala Arg Glu lie Met 

165 170 175 

Thr Pro Lys Ala Asp He Phe Ala Leu Gin Gly Asp Thr Pro He Ser 

180 185 190 

Gin Ala Phe Pro Leu He He Asp Glu Gly Tyr Ser Arg He Pro Leu 

195 200 205 

Phe Thr Lys Ser He Asp Asp He Thr Gly Met Val Leu Val Lys Asp 

210 215 220 

Leu Ser Pro Val Tyr Tyr Lys Asp Pro His Thr Ser Gin Pro Leu Ser 
225 230 235 240 

Ser He Ala Tyr Pro Pro Leu Tyr Thr Pro Glu He Arg Arg Ala Ser 

245 250 255 

Leu Leu Leu Gin Glu Phe Xaa Gin Lys Arg Cys His Leu Ala He Val 

260 265 270 

Val Asn Glu Tyr Gly Phe Thr Glu Gly Leu Cys Leu Tyr Gly Arg Tyr 

275 280 285 

Arg Arg Arg Asn Leu Trp Arg Asn Cys Arg 
290 295 



(2) INFORMATIONS POUR LA SEQ ID NO : 1061: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 165 acides amines 

(B) TYPE: acide amine 

( D) CONFIGURATION : 1 ineaire 

( i i i ) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 1 02 1 07 5 . . 1 02 1 5 6 9 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1061: 



Val He Phe Phe 
1 

He Ser Asn Glu 
20 

Arg Leu Val Val 
35 

Val Tyr Val Tyr 
50 

Glu Gin Phe Ser 
65 

Asp Lys Pro Gly 

Val Ser Pro Lys 
100 

Gin Leu Tyr His 
115 



Leu Leu He Leu 
5 

Gin Gin Asp Val 

Leu Phe Leu Glu 
40 

Phe Leu Asp Asp 
55 

Asp Pro Ser Leu 
70 

lie Ala Ser Phe 
85 

Ala Ala Met Arg 

Glu He Ser Arg 
120 



Asp Arg Ser Ser 
10 

Ser He Asp Leu 
25 

Leu Gin Lys Val 

Thr Ala Leu Ala 
60 

Thr Asp Thr He 
75 

Pro His Val Leu 
90 

Phe Leu Glu Gin 
105 

Tyr Val Val His 



Pro Gin He Phe 
15 

Gin Ser Ala Gin 
30 

Ser Thr Asp Gin 
45 

Gin Leu His Asp 

Thr Leu Pro He 
80 

Gly Glu Ala Phe 
95 

Tyr Thr Glu Asp 
110 

Ser Leu Leu His 
125 
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Met Leu Gly Tyr Asp Asp Gin Thr Asp Glu Asp Lys Arg lie Met Gin 

130 135 140 

Glu Gin Glu Asp Val Ser Leu Ser Phe Leu Ala Glu His Gin Ala Leu 
145 150 155 160 

Leu Arg Pro Ala Val 
165 



(2) INFORMATIONS POUR LA SEQ ID NO: 1062: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 105 acides amines 

(B) TYPE: acide amin£ 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 1022 0 97 1 0224 1 1 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1062: 



Gin 


Gin 


Ser 


Leu 


Gly 


Leu 


Asn 


Gin 


Asp 


Pro 


Leu 


Asn 


Lys 


Val 


Val 


Met 


1 








5 










10 










15 




Val 


Pro 


Phe 


Pro 


Asn 


Arg 


Glu 


Val 


Leu 


Cys 


He 


Gly 


Leu 


Val 


Ala 


Gly 








20 










25 










30 






Glu 


Ala 


Pro 


Thr 


Thr 


Cys 


Ser 


Gin 


Asp 


Ala 


Asp 


Asp 


Pro 


Met 


He 


Thr 






35 










40 










45 








Val 


Phe 


He 


Pro 


Thr 


Thr 


Pro 


Asn 


Pro 


Thr 


Ser 


Gly 


Phe 


Leu 


Thr 


Leu 




50 










55 










60 










Phe 


Lys 


Lys 


Ser 


Asp 


He 


Thr 


Phe 


Leu 


Asp 


Met 


Lys 


He 


Glu 


Asp 


Ala 


65 










70 










75 










80 


Phe 


Lys 


Tyr 


Val 


He 


Ser 


Cys 


Gly 


Val 


Leu 


Asn 


Ser 


Asp 


Pro 


Cys 


Ala 










85 










90 










95 




Thr 


Ser 


Pro 


Phe 


He 


His 


Pro 


Gin 


Phe 

















100 105 



(2) INFORMATIONS POUR LA SEQ ID NO: 1063: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 107 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 1023347 1023 667 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1063: 

Met Glu Pro Tyr Ala Val He Gin Thr Gly Asn Lys Gin Tyr Gin Val 

1 5 10 15 

Arg Lys Gly Asp Val He Asp Val Glu Leu Leu Asp Gly He Ser Glu 

20 25 30 

Glu Asn Lys Glu Val Leu Phe Gin Asp Val Leu Phe Thr Phe Asp Gly 

35 40 45 

Glu Lys Ala Ser Val Gly Ala Pro Thr Val Gly Asn Ala Val Val Lys 
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50 

Gly Glu Leu Val Ser 
65 

Tyr Lys Lys Arg Lys 
85 

Tyr Leu Arg Val Lys 
100 



55 

Phe Val Arg Gly Glu 
70 

Asn Tyr His Lys Lys 
90 

lie Ser Asp Leu Val 
105 



60 

Lys Val Val Ala Tyr Lys 
75 80 
lie Gly His Arg Gin Asn 
95 

Met 



(2) INFORMATIONS POUR LA SEQ ID NO: 1064: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 83 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 1023701 1023 94 9 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1064: 



Met 


Ala 


His 


Lys 


Lys 


Gly 


Gin 


Gly Ala 


Ser 


Arg 


Asn 


Gly 


Arg 


Asp 


Ser 


1 








5 










10 










15 




Glu 


Ser 


Lys 


Arg 


Leu 


Gly 


Leu 


Lys 


Val 


Gly Ala 


Gly Gin 


Arg 


Val 


Ser 








20 










25 










30 






Thr 


Gly 


Ser 


He 


Leu 


Val 


Arg 


Gin 


Arg 


Gly 


Thr 


Lys 


Trp 


His 


Pro 


Ala 






35 










40 










45 








Val 


Asn 


Val 


Gly 


Arg 


Gly 


Lys 


Asp 


Asp 


Thr 


Leu 


Phe 


Ala 


Leu 


Ala 


Asp 




50 










55 










60 










Gly 


He 


Val 


Val 


Met 


Lys 


Lys 


Thr 


Asp 


Arg 


Thr 


Tyr 


Val 


Ser 


Val 


He 


65 










70 










75 










SO 


Pro 


Gin 


Ala 





























(2) INFORMATIONS POUR LA SEQ ID NO: 1065: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 245 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 1 024 042 .. 102477 6 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1065: 

Met Phe Val Asp Gin He Thr Leu Glu Leu Arg Ala Gly Lys Gly Gly 

1.5 .10 15 

Asn Gly Val Val Ala Trp Arg Lys Glu Lys Tyr Leu Pro Lys Gly Gly 

20 25 30 

Pro Tyr Gly Gly Asn Gly Gly Asn Gly Gly Ser He Leu He Glu Thr 

35 40 45 

Val Thr Asn Met Tyr Ser Phe Glu Glu Tyr Arg Asn Leu Arg Phe Leu 
50 55 60 
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Lys 


Ala 


Asp 


Asp 


Glv 


Gin 


Ala 


Glv 


Ala 


Ser 


Asn 


Asn 


Arg 


Thr 


Gly 


Arg 


65 










70 










75 










80 


Sen 






Asp 


Leu 


Val 


Leu 


Lys 


Val 


Pro 


Glu 


Gly 


Thr 


Leu 


JjGU 


Arg 










85 










90 










95 




Asp 


Ala 


r\ _L CL 


Tlrr 

Xlli. 


Gly 


Glu 


Leu 


Tip 


n. .L o 


Asp 


xr a it; 


Thr 


Lys 


Asp 


\j J. y 


o JL U. 








100 










105 










110 






A3TCJ- 


He 


Val 


Val 


Cys 


Gin 


Gly 


Gly 


Arg 


Gly 


Gly 


Lys 


Gly Asn 


Val 


Phe 






115 










120 










125 








Phe 


Lys 


Thr 


Ser 


Thr 


Asn 


Arg 


Ala 


Pro 


Thr 


Lys 


Ala 


Thr 


Pro 


Gly 


Lys 




13 0 










13 5 










140 










Piro 


Gly 


Glu 


He 


Arg 


Leu 


Val 


Glu 


Leu 


Glu 


Leu 


Lys 


Leu 


He 


Ala 


Asp 


145 










150 










155 










160 


He 


Gly 


Leu 


Val 


Gly 


Phe 


Pro 


As n 


Ala 


Gly 


Lys 


Ser 


Thr 


Leu 


Phe 


Asn 










165 










170 










175 




Thr 


Leu 


Ala 


Arg 


Thr 


Glu 


Val 


Lys 


Val 


Gly 


Ala 


Tyr 


Pro 


Phe 


Thr 


Thr 








180 










185 










190 






Leu 


His 


Pro 


Ser 


Leu 


Gly 


Leu 


Val 


His 


Gin 


Glu 


Gly 


Met 


Leu 


Tyr 


Gin 






195 










200 










205 








Lys 


Thr 


Trp 


He 


Met 


Ala 


Asp 


He 


Pro 


Gly 


He 


He 


Glu 


Gly 


Ala 


Ser 




210 










215 










220 










Gin 


Asn 


Arg 


Gly 


Leu 


Gly 


Leu 


Asp 


Phe 


Phe 


Gly 


He 


Leu 


Asn 


Val 


Arg 


225 










230 










23 5 










240 


Asp 


Tyr 


Cys 


Tyr 


Ser 

























245 



(2) INFORMATIONS POUR LA SEQ ID NO: 1066: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 114 acides amines. 

(B) TYPE: acide amine. 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui . • 



(viii) POSITION DANS LE GENOME: 1 0247 04 1 02 504 5 
<xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO : 1066: 



Arg 


Ser 


Val 


Ala 


Lys 


Pro 


Gly 


He 


Gly 


He 


Gly 


Phe 


Leu 


Arg 


His 


He 


1 








5 










10 










15 




Glu 


Arg 


Thr 


Arg 


Leu 


Leu 


Leu 


Phe 


Val 


He 


Asp 


He 


Ser 


Gly 


He 


Glu 








20 










25 










30 






Arg 


His 


Ser 


Pro 


Glu 


Gin 


Asp 


Leu 


Lys 


He 


Leu 


Met 


Gly 


Glu 


Leu 


Leu 






35 










40 










45 








Ala 


Tyr 


Lys 


Glu 


Glu 


Leu 


Lys 


Asp 


Lys 


Asp 


Met 


Val 


He 


Ala 


Leu 


Asn 




50 










55 










60 










Lys 


He 


Asp 


Gin 


Leu 


Leu 


Pro 


Asp 


Glu 


Arg 


Glu 


Glu 


Arg 


Val 


Ala 


Leu 


65 










70 










75 










80 


Leu 


Lys 


Gin 


Gin 


Phe 


Pro 


Asp 


Gin 


Glu 


Phe 


He 


Leu 


Leu 


Ser 


Gly 


Leu 










85 










90 










95 




Thr 


Gly 


Glu 


Gly 


Val 


Asp 


Ala 


Leu 


Tyr 


Asp 


Leu 


Phe 


Lys 


Ser 


Lys 


Leu 








100 










105 










110 







Ser Glu 



(2) INFORMATIONS POUR LA SEQ ID NO: 1067: 
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(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 305 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 1 024 9 67 .. 1 02 588 1 ) 



(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1067: 



Asn 


Phe 


Arg 


Lys 


He 


Leu 


Leu 


Gin 


His 


Phe 


Trp 


Glu 


wet 


Pro 


Fie c 


lie 


1 








5 










10 










1 D 




Ser 


He 


Leu 


Cys 


Ser 


Leu 


Phe 


Pro 


Pro 


Leu 


Leu 


Phe 


Pro 


Ser 


Leu 


Leu 








20 










25 
















Ala 


Ala 


Phe 


Gly 


Ala 


Ser 


He 


Ala 


Ala 


Gly 


Ti- 
ll© 


val 


Gly 


ber 


Tyr 


Tip 

.L JL fc= 






35 










40 


















Val 


Val 


Lys 


Arg 


He 


Val 


Ser 


He 


Ser 


Gly 


Ser 


I le 


Ala 


His 


Ser 


lie 




50 








55 










6 U 










Leu 


Gly 


Gly 


Val 


Gly 


He 


Ala 


Leu 


Trp 


Leu 


Gin 


Tyr 


Gin 




Asn 


Leu 


65 






70 










75 










Q A 

o u 


Pro 


He 


Ser 


Pro 


Leu 


His 


Gly 


Ala 


He 


Ala 


Ser 


Ala 


I le 


Phe 


va ,l 


Ala 










85 










90 










a c 

y b 




He 


Cys 


He 


Gly 


Asn 


Val 


His 


Leu 


Lys 


Tyr 


His 


Glu 


Arg 


Glu 


Asp 


Ser 






100 










105 










Tin 

1 1 U 






He 


He 


Ser 


Met 


He 


Trp 


Ser 


He 


Gly 


Met 


Ala 


I le 


Gly 


lie 


lie 


Cys 






115 










120 










IOC 
1 Z D 








He 


Ser 


Lys 


Leu 


Pro 


Ser 


Phe 


Asn 


Ser 


Glu 


Leu 


Ser 


Asp 


Phe 


Leu 


Phe 




130 








135 










140 










Gly 


Asn 


He 


Leu 


Trp 


Val 


Thr 


Pro 


Gin 


Asp 


Leu 


Tyr 


Phe 


Leu 


Gly 


He 


145 










150 










155 










160 


Leu 


Asp 


Leu 


Phe 


He 


Val 


Ala 


Thr 


Val 


Ser 


He 


Cys 


His 


Thr 


Arg 


Phe 








165 










170 
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Leu 


Ala 


Leu 


Cys 


Phe 


Asp 


Glu 


Lys 


Tyr 


Met 


Ala 


Leu 


Asn 


His 


Tyr 


Ser 








180 










185 










190 






He 


Lys 


Thr 


Trp 


Tyr 


Leu 


Leu 


Leu 


Leu 


He 


Leu 


Thr 


Ala 


He 


Thr 


Thr 




195 










200 










205 








Val 


Val 


Leu 


Met 


Tyr 


Val 


Met 


Gly 


Val 


He 


Leu 


Met 


Leu 


Ser 


Met 


Leu 




210 










215 










220 








His 


Val 


Leu 


Pro 


Val 


Ser 


He 


Ala 


Cys 


Arg 


Phe 


Ser 


Tyr 


Lys 


Met 


Ser 


225 










230 










235 










240 


He 


He 


Tyr 


He 


Ala 


Ser 


He 


Leu 


Asn 


He 


Val 


Cys 


Ser 


Phe 


Leu 


Gly 








245 










250 










255 




He 


Met 


Leu 


Ala 


Tyr 


Leu 


Leu 


Asp 


Leu 


Pro 


Val 


Gly 


Pro 


Val 


He 


Ala 








260 










265 










270 






He 


Leu 


Met 


Gly 


Gly 


Ala 


Tyr 


Ser 


Leu 


Ser 


Leu 


Leu 


Leu 


Asn 


Arg 


Ser 






275 










280 










285 








Tyr 


Asn 


Ala 


Ser 


Thr 


Pro 


Ser 


Pro 


Val 


Ser 


Pro 


Glu 


Ser 


Lys 


He 


Asn 


290 










295 










300 











Ser 



305 



(2) 



INFORMATIONS POUR LA SEQ ID NO 



1068 : 



(i) 
(A) 



CARACTERISTIQUES DE LA SEQUENCE: 
LONGUEUR: 23 6 acides amines 
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(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 102583 9 .. 1026546 ) 
(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1068: 



Met 


Thr 


Lys 


Gin 


MQ C 


Leu 


Leu 


pin 
LjIU 


Asn 


val 




jrne 


Arg 


Tyr 


L»iy 


Lys 


1 








tr 
D 










1 V 










1 -> 




Thr 


Gly 


Pro 


Leu 


x le 


Vdl 


Asp 


HIS 


veil 


Ser 


Cys 




VO. 1 


Tyr 


Ser 


biy 








£. u 


























Asp 


Phe 


He 


Gly 


I ±e 


x i e 


pi,!- 

biy 


Pro 


Asn 


\j iy 


biy 


biy 


Lys 


l n r 


Thr 


Leu 


























■Sk -J 








Thr 


Gin 


Leu 


Met 


Leu 


Arg 


Leu 


Leu 




Pro 


Vai 


Cys 


^3 ly 


Ser 


Tl 0 


Ser 




D U 










c c 
D D 










o u 










Thr 


Tyr 


Ser 


vai 


bin 


Asp 


MIS 


Arg 


Pro 


Leu 


Ser 


I Jlc 


biy 


±rp 


v d x 


IT L (J 


D D 










7 0 










75 










80 


Gin 


His 


Phe 


Ser 


Tyr 


Asp 


Ala 


Ala 


Phe 


Pro 


He 


Thr 


Val 


Lys 


GlU 


Thr 










85 










90 










95 




Val 


Leu 


Ser 


Gly 


Arg 


Leu 


Ala 


Thr 


Leu 


Pro 


Trp 


Tyr 


Gly 


Arg 


Tyr 


Thr 








100 










105 










110 






Gin 


Glu 


Asp 


His 


Glu 


Ala 


Ala 


Glu 


Glu 


Ala 


Leu 


Leu 


Thr 


Val 


Asp 


Leu 






115 










120 










125 








lie 


Asp 


Tyr 


Lys 


Asp 


Ser 


Cys 


Phe 


Ser 


His 


Leu 


Ser 


Gly 


Gly 


Gin 


He 




130 










135 










140 










Gin 


Arg 


Val 


Leu 


Leu 


Ala 


Arg 


Ala 


Leu 


Ala 


Ala 


Arg 


Pro 


Glu 


Phe 


Leu 


145 










150 










155 










160 


Leu 


Leu 


Asp 


GlU 


Pro 


Thr 


Ala 


Asn 


He 


Asp 


Pro 


Val 


Asn 


Gin 


Gin 


Lys 










165 










170 










175 




He 


Leu 


Gin 


He 


Leu 


Ser 


Ala 


Leu 


Asn 


Lys 


His 


Cys 


Thr 


He 


Leu 


Met 








180 










185 










190 






He 


Thr 


His 


Asp 


Leu 


His 


His 


Thr 


Ala 


Gly 


Cys 


Phe 


Asn 


Arg 


Val 


Phe 






195 










200 










205 








Phe 


Met 


Asn 


Lys 


Thr 


Leu 


Thr 


Thr 


Leu 


Ala 


Asp 


Thr 


Thr 


Thr 


He 


Ser 




210 










215 










220 










Glu 


Arg 


Phe 


Cys 


Cys 


Asn 


Thr 


Phe 


Gly 


Arg 


Cys 


Pro 











225 230 235 



(2) INFORMATIONS POUR LA SEQ ID NO : 10 69: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 278 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 1 02 654 6 1 02737 9 ) 

(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1069: 

Asp Asn Met Arg Leu Leu Phe Leu Leu Leu Phe Ser Leu Gly He Thr 

1 5 .10 15 

Cys Ser Tyr Gly, Asp Glu Val Ser Thr Arg Lys Gin He Leu Val Ser 
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20 25 30 

lie Val Pro Tyr Lys Phe Leu Val Glu Gin lie Ala Gly Asp Thr Cys 

35 40 45 

Gin Val Phe Ser lie Val Met Asp Asn His Asp Pro His Asn Tyr Glu 

50 55 60 

Leu Ser Pro Lys Tyr lie Glu Lys lie Arg Gin Val Glu Leu Trp Phe 
65 70 75 80 

Arg lie Gly Glu Gly Phe Glu Lys Thr Cys Glu Arg lie He Ser Cys 

85 90 95 

Lys Gin Val Asp Leu Ala Ala Asn He Asp Lys He Thr Asn Gly Ala 

100 105 HO 

Cys Cys Gin Arg Phe Leu Ser Phe Asp Thr His Thr Trp Leu Ser Pro 

115 120 125 

Lys Asn Leu Lys He Gin He Gin Ala He Thr Glu Ala Leu Val Glu 

130 135 140 

Thr Ala Pro Glu His Glu Thr Leu Tyr Arg Lys Asn Cys Ser Leu Leu 
145 150 155 160 

Gin Ser Gin Leu Asp Leu Leu Asp Gin Lys He Ser Ser He Val Ser 

165 170 175 

Ser Thr Ser Gin Arg Asn Val Leu Val Thr His Gly Ala Phe Ala Tyr 

180 185 190 

Phe Cys Arg Asp Tyr Gly Phe He Gin His Thr He Glu Arg Ala Asn 

195 200 205 

His Ser Glu Leu Ser Pro Lys Asp Val Val Arg Val Glu Arg Thr He 

210 215 220 

Arg Asp His Asn Leu His Ser Val He Leu Leu Lys His Ala Gly Lys 
225 230 235 240 

Arg Ser Ser Ala Ala Leu Val Arg Lys Phe Asn Met Thr Pro He Leu 

245 ' 250 255 

Leu Asp Pro Tyr Ala Glu Asp Val Phe Asn Asn Leu Leu Ala He Ala 

260 265 270 

Thr Ala Phe Ala Asn Leu 
275 



(2) INFORMATIONS POUR LA SEQ ID NO: 1070: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 8 92 acides amines 

(B) TYPE: acide amine 

<D) CONFIGURATION: lineaire 

( i i i ) HYPOTHETIQUE : oui 

(viii) POSITION DANS LE GENOME: complement ( 1 027 92 9 .. 1 03 0 6 04 ) 

(Xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO: 1070: 

Arg Asp Ser Arg Arg Thr Val Thr Phe Ser Gly Asn Thr Val Ser Ser 

15: 10 15 

Gin Ser Thr Thr Gly Gin Val Ala Gly Gly Ala He Tyr Ser Pro Thr 

20 25- 30 

Val Thr He Ala Thr Pro Val Val Phe Ser Lys Asn Ser Ala Thr Asn 

35 40 45 

Asn Ala Asn Asn Ala Thr Asp Thr Gin Arg Lys Asp Thr Phe Gly Gly 

50 55 60 

Ala He Gly Ala Thr Ser Ala Val Ser Leu Ser Gly Gly Ala His Phe 
65 70 75 80 
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Leu Glu Asn Val Ala Asp Leu Gly Ser Ala lie Gly Leu Val Pro Asp 

85 90 95 

Thr Gin Asn Thr Glu Thr Val Lys Leu Glu Ser Gly Ser Tyr Tyr Phe 

100 105 110 

Glu Lys Asn Lys Ala Leu Lys Arg Ala Thr lie Tyr Ala Pro Val Val 

115 120 125 

Ser lie Lys Ala Tyr Thr Ala Thr Phe Asn Gin Asn Arg Ser Leu Glu 

130 135 140 

Glu Gly Ser Ala lie Tyr Phe Thr Lys Glu Ala Ser lie Glu Ser Leu 
145 150 155 160 

Gly Ser Val Leu Phe Thr Gly Asn Leu Val Thr Pro Thr Leu Ser Thr 

165 170 175 

Thr Thr Glu Gly Thr Pro A.la Thr Thr Ser Gly Asp Val Thr Lys Tyr 

180 185 190 

Gly Ala Ala lie Phe Gly Gin He Ala Ser Ser Asn Gly Ser Gin Thr 

195 200 205 

Asp Asn Leu Pro Leu Lys Leu He Ala Ser Gly Gly Asn He Cys Phe 

210 215 220 

Arg Asn Asn Glu Tyr Arg Pro Thr Ser Ser Asp Thr Gly Thr Ser Thr 
225 230 235 240 

Phe Cys Ser He Ala Gly Asp Val Lys Leu Thr Met Gin Ala Ala Lys 

245 250 255 

Gly Lys Thr He Ser Phe Phe Asp Ala He Arg Thr Ser Thr Lys Lys 

260 265 270 

Thr Gly Thr Gin Ala Thr Ala Tyr Asp Thr Leu Asp He Asn Lys Ser 

275 280 285 

Glu Asp Ser Glu Thr Val Asn Ser Ala Phe Thr Gly Thr He Leu Phe 

290 295 300 

Ser Ser Glu Leu His Glu Asn Lys Ser Tyr He Pro Gin Asn Val Val 
305 310 315 320 . 

Leu His Ser Gly Ser Leu Val Leu Lys Pro Asn Thr Glu Leu His Val 

325 . 330 335 

He Ser Phe Glu Gin Lys Glu Gly Ser Ser Leu Val Met Thr Pro Gly 

340 • 345 ; • 350 

Ser Val Leu Ser Asn Gin Thr Val Ala Asp Gly Ala Leu Val He Asn 

355 360 365 

Asn Met Thr He Asp Leu Ser Ser Val Glu Lys Asn Gly He Ala Glu 

370 375 380 

Gly Asn He Phe Thr Pro Pro Glu Leu Arg He He Asp Thr Thr Thr 
385 390 395 400 

Ser Gly Ser Gly Gly Thr Pro Ser Thr Asp Ser Glu Ser Asn Gin Asn 

405 410 415 

Ser Asp Asp Thr Lys Glu Gin Asn Asn Asn Asp Ala Ser Asn Gin Gly 

420 _ 425 430 

Glu Ser Ala Asn. Gly. Ser Ser Ser Pro Ala Val Ala Ala Ala His Thr 

435 440 445 

Ser Arg Thr Arg Asn Phe Ala Ala Ala Ala Thr Ala Thr Pro Thr Thr 

450 . 455 460 

Thr Pro Thr Ala Thr Thr Thr Thr - Ser Asn Gin Val He Leu Gly Gly 
465 470 475 480 

Glu He Lys Leu He Asp Pro Asn . Gly Thr Phe Phe Gin Asn Pro Ala 

485 490 495 

Leu Arg Ser Asp Gin Gin He Ser Leu Leu Val Leu Pro Thr Asp Ser 

500 505 510 

Ser Lys Met Gin Ala Gin Lys He Val Leu Thr Gly Asp He Ala Pro 

515 520 ■ 525 

Gin Lys Gly Tyr Thr Gly Thr Leu Thr Leu Asp Pro Asp Gin Leu Gin 

530- 535 540 

Asn Gly Thr He Ser Ala Leu Trp Lys Phe Asp Ser Tyr Arg Gin Trp 
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r /l r 

54 b 










q cr n 










c; c c 
j j j 










n 

j D u 


Ala 


Tyr 


Val 


Pro 


Arg 


Asp 


Asn 


His 


Phe 


Tyr 


Ala 


Asn 


Ser 


_L ie 


Leu 


O 1 i r- 
brly 










565 










C w ~J C\ 

b / U 










b / _> 




Ser 


Gin 


Met 


Ser 


Met 


Val 


Thr 


val 


Lys 


Gin 


Gly 


Leu 


Leu 


Asn 


Asp 


Lys 








580 










c: q c 
bob 










con 






Met 


Asn 


Leu 


Ala 


Arg 


Phe 


Asp 


Glu 


Val 


Ser 


Tyr 


Asn 


Asn 


Leu 


Trp 


Tl ft 

lie 






595 










tz n n 










DUD 








Ser 


Gly 


Leu 


Gly 


Thr 


Met 


Leu 


Ser 


Gin 


val 


Gly 


mr 


Pro 


x nr 


Ser 


pin 

bill 




610 










bib 




















Glu 


Phe 


Thr 


Tyr 


Tyr 


Ser 


Arg 


Gly 


Ala 


Ser 


Val 


Ala 


Leu 


Asp 


Ala 


Lys 


625 










63 0 










o J b 










c/i n 
04l U 


Pro 


Ala 


His 


Asp 


Val 


He 


Val 


Gly 


Ala 


Ala 


Prie 


Ser 


Lys 


Met 


Ti- 
ne 


p l ^ r 

oiy 










64 5 










C C f\ 

bbU 










c; c 

ODD 




Lys 


Thr 


Lys 


Ser 


Leu 


Lys 


Arg 


Glu 


Asn 


Asn 


Tyr 


Thr 


His 


Lys 


Gly 


Ser 








660 










C f- r~ 

665 










D / U 






Glu 


Tyr 


Ser 


Tyr 


Gin 


Ala 


Ser 


Val 


Tyr 


Gly 


Gly 


Lys 


Pro 


r-» V-> /-» 

prie 


HIS 


pne 






. 675 










coo 










DO J 








Val 


lie 


Asn 


Lys 


Lys 


Thr 


Glu 


Lys 


Ser 


Leu 


Pro 


Leu 


Leu 


Leu 


P 1 VI 

bin 


Pl w 

biy 




6 9 0 










a a c 

5 y b 










/ uu 










Val 


lie 


Ser 


Tyr 


Gly 


Tyr 


He 


Lys 


His 


Asp 


Thr 


val 


Thr 


HIS 


Tyr 


Pro 


705 










710 










TIC 

/Id 










/ £ U 


Thr 


lie 


Arg 


Glu 


Arg 


Asn 


Gin 


Gly 


Glu 


Trp 


G1U 


Asp 


Leu 


xy 


Trp 


Leu 










72b 










/jU 










/ j j 




Thr 


Ala 


Leu 


Arg 


Val 


Ser 


Ser 


Val 


Leu 


Arg 


Thr 


Pro 


Ala 




xy 


Asp 








74 0 










/4b 










/ jU 






Thr 


Lys 


Arg 


lie 


Thr 


Val 


Tyr 


Gly 


Glu 


Leu 


Glu 


Tyr 


Ser 


Ser 


lie 


Arg 






7 55 










i ^ f\ 










/Dj 








Gin 


Lys 


Gin 


Phe 


Thr 


Glu 


Thr 


Glu 


Tyr 


Asp 


Pro 


Arg 


Tyr 




Asp 


A^n 




77 0 










/ / b 










Ton 
/ o u 










Cys 


Thr 


Tyr 


Arg 


Asn 


Leu 


Ala 


x le 


Pro 


Met 


Gly 


Leu 


Ala 


rilG 


pin 
bill 


pi,, 
biy 


785 










*~7 o r\ 

/ y u 










TQC 
/ J J 










ft n o 

o yj \j 


Glu 


Leti 


Ser 


Gly 


Asn 


Asp 


lie 


Leu 


Met 


Tyr 


Asn 


Arg 


irne 


Ser 


va x 


Aid 










one 

O U D 










A 1 0 










815 




Tyr 


Met 


Pro 


Ser 


He 


Tyr 


Arg 


Asn 


Ser 


Pro 


Thr- 


Cys 


Lys 


Tyr 


Gin 


Val 








820 










825 










830 






Leu 


Ser 


Ser 


Gly 


Glu 


Gly 


Gly 


Glu 


He 


He 


Cys 


Gly 


Val 


Pro 


Thr 


Arg 






835 










840 










845 








Asn 


Ser 


Ala 


Arg 


Gly 


Glu 


Tyr 


Ser 


Thr 


Gin 


Leu 


Tyr 


Pro 


Gly 


Pro 


Leu 




850 










855 










860 










Trp 


Thr 


Leu 


Tyr 


Gly 


Ser 


Tyr 


Thr 


He 


Glu 


Ala 


Asp 


Ala 


His 


Thr 


Leu 


865 










870 










875 










880 


Ala 


Kis 


Met 


Met 


Asn 


Cys 


Gly 


Ala 


Arg 


Met 


He 


Phe 











885 890 



(2) INFORMATIONS POUR LA SEQ ID NO: 1071: 

(i) CARACTERI STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 914 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: complement ( 1 03 05 08 1 03 3 24 9 ) 
(xi) DESCRIPTION DE LA SEQUENCE : SEQ ID NO : 1071: 
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Met Lys Phe Leu 
1 

Val Thr Glu Ala 
20 

Asn Val Ser Lys 
35 

Met Leu Ala Asp 
50 

Tyr Asp Phe Ser 
65 

Ser Ser Glu Ala 

Gly Glu Asn Thr 
100 

Thr Asp Lys Lys 
115 

Ala Arg Glu Lys 
130' 

Pro Ser lie Glu 
145 

Val lie Phe Asp 

Gly Glu Lys Glu 
180 

Val Asn lie Xaa 
195 

Val Ser Leu Glu 
210 

Glu Gin Gly Gly 
225 

Asp Cys Asn Asn 

Val Lys Gin Cys 
260 

Val Asp Ser Leu 
275 

Gin Thr Lys Ser 
290 

Thr Gin Val Ser 
305 

Leu Gly Lys Gly 

Gly He Thr Gly 
340 

Gly Ala Gly Val 
355 

Ser Leu Gin Phe 
370 

Tyr Val Thr Gin 
385 

Thr Thr Pro Pro 

Lys Gly His Gly 
420 

Leu Lys Thr Val 
435 

Ala He Phe Thr 
450 

Ser Ser Thr Pro 



Ser Ala Thr Ala 
5 

Ser Ser He Gin 

Val Gly Tyr Ser 
40 

Asn Thr Glu Tyr 
55 

Thr Ser Ser Gly 
70 

Ser Pro Thr Thr 
85 

Glu Asn Ser Gin 

Thr Glu Glu Glu 
120 

Leu Thr He Ser 
135 

Leu His Asp Asn 
150 

His Arg Val Ala 
165 

Val Val Phe Glu 

Xaa Glu Lys Gly 
200 

Asn Val Thr Glu 
215 

Gly Gly He Tyr 
230 

Val His Phe Gin 
245 

Leu Asp Glu Glu 

Ser Glu Asp Thr 
280 

Asn Gly Asn Gin 
295 

Glu Ser Pro Glu 
310 

Gly Gly He Tyr 
325 

Thr He Asp Phe 

Phe Thr Lys Glu 
360 

Leii Lys Asn Ser 
375 

Thr Met Ser Val 
390 

Leu Val Gly Glu 
405 

Gly Gly He Cys 

Thr Leu Thr Lys 
440 

Asp Leu Ala Ser 
455 

Ser Ser Ser Ser 



Val Phe Ala Ala 
10 

Asp Gin He Lys 
25 

Thr Ser Gin Ala 

Arg Ala Ala Asp 
60 

Leu Pro Arg Lys 
75 

Glu Gly Val Ser 
9 0 

Asp Ser Ala Pro 
105 

Leu Asp Asn Gly 

Glu Ser Gin Asp 
140 

Ser Phe Phe Phe 
155 

Leu Lys Asn Gly 
170 

Asn He Lys Ser 
185 

Gly Ser Val Tyr 

Ala Thr Phe Ser 
220 

Ser Glu Gin Asp 
235 

Gly Asn Ala Ala 
250 

Met He Val Leu 
265 

Leu Asp Ser Thr 

Asp Gly Ser Ser 
300 

Ser Thr Pro Ser 
315 

Thr Glu Lys Ser 
330 

Val Ser Asn He 
345 

Asn Leu Ser Cys 

Ala Gly Gin His 
380 

Thr Asn Thr Thr 
395 

Val He Phe Ser 
410 

Thr Asn Lys Leu 
425 

Asn Ser Ala Lys 

He Pro Thr Thr 
460 

Pro Ala Ser Thr 



Val Leu Ser Ser 
15 

Asn Thr Asp Cys 
30 

Phe Thr Asp Met 
45 

Ser Val Ser Phe 

His Leu Ser Ser 
80 

Ser Ser Ser Ser 
95 

Ser Ser Gly Glu 
110 

Gly He He Tyr 
125 

Ser Leu Ser Asn 

Gly Glu Gly Glu 
160 

Gly Ala He Tyr 
175 

Leu Leu Val Glu 
190 

Ala Lys Glu Arg 
205 

Ser Asn Gly Gly 

Met Leu lie Ser 
240 

Gly Ala Thr Ala 
255 

Leu Thr Glu Cys 
270 

Pro Glu Thr Glu 
285 

Glu Thr Lys Asp 

Pro Asp Asp Val 
320 

Leu Thr He Thr 
335 

Ala Thr Asp Ser 
350 

Thr Asn Thr Asn 
365 

Gly Gly Gly Ala 

Ser Glu Ser He 
400 

Glu Asn Thr Ala 
415 

Ser Leu Ser Asn 
430 

Glu Ser Gly Gly 
445 

Asp Thr Pro Glu 
Xaa Glu Val Val 
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465 

Ala Ser Ala Lys 

Ala Pro Ser Leu 
500 

Thr Ser Asp Thr 
515 

Asn Val Ala lie 
530 

Tyr Gly Lys Lys 
545 

Gly Asn Ser Ser 

Val Glu Phe Asp 
580 

Ala Lys Glu Gly 
595 

Leu Lys Ser Thr 
610 

Glu Ser Thr Pro 
625 

Glu Ser Thr Ala 

Ala Asn Thr Asn 
660 

Thr Gly Val Val 
675 

Ala Glu Ser Gly 
690 

Asn Thr Leu Pro 
705 

Glu Ser Ser Asp 

Ser Ser Ser Lys 
740 

Ser Ser Gly Ala 
755 

Leu Ala Lys Ser 
770 

Ser Ser Gly Ser 
785 

Ser Ser Gly Asp 

Ala Gly Ser Thr 
820 

Tyr Gly Glu Thr 
83 5 

Ser Gly Asn Lys 
850 

Ser Asn Val Leu 
865 

Asp Ser Gly Thr 

Leu Leu Asn Leu 
900 

Leu Leu 



470 

lie Asn Arg Phe 
485 

Thr Glu Ala Glu 

Asn Ser Asp lie 
520 

Asn Gin Asn Thr 
535 

Ala Lys Leu Ser 
550 

Gin Asp Val Gly 
565 

Ala lie Gly Ser 

Gly Val lie His 
600 

Phe Thr Phe Ala 
615 

Glu Ala Pro Glu 
630 

Thr Glu Asn Pro 
645 

Leu Glu Gly Ser 

Asn Asn Glu Ser 
680 

Glu Gin Leu Gin 
695 

Asn Ser Ser lie 
710 

Ser His Thr Glu 
725 

Ser Gly Ser Ser 

Pro Ser Gly Asp 
760 

Tyr Ala Ala Ser 
775 

Asp Val Thr Ala 
790 

Ser Ala Gly Asp 
805 

Thr Glu Thr Pro 

Val Lys lie Glu 
840 

Ala lie Asp Asn 
855 

Gly Gly Ala Val 
870 

Leu Asp Glu Leu 
885 

Gin Gin Val Arg 



475 

Phe Ala Ser Thr 
490 

Ser Asp Gin Thr 
505 

Asp Val Ser lie 

Ser Ala Lys Lys 
540 

Arg lie Asn Asn 
555 

Gly Gly Leu Cys 
570 

Leu Leu Ser His 
585 

Ser Lys Thr Val 

Asp Asn Thr Val 
620 

Glu lie Pro Pro 
635 

Asn Ser Asn Thr 
650 

Gin Gly Asp Thr 
665 

Gin Asp Thr Ser 

Asp Ser Thr Gin 
700 

Asp Gin Ser Asn 
715 

Glu lie Thr Asp 
730 

Thr Pro Gin Asp 
745 

Gin Ser lie Ser 

Thr Asp Ser Ser 
780 

Ser Ser Asp Asn 
795 

Ser Glu Gly Pro 
810 

Thr Leu lie Gly 
825 

Asn Phe Ser Gly 

Thr Thr Glu Gly 
860 

Tyr Ala. Lys Thr 
875 

Ser Pro Ser Pro 
890 

Leu Leu Glu Glu 
905 



480 

Ala Glu Pro Ala 
495 

Asp Gin Thr Glu 
510 

Glu Asn lie Leu 
525 

Gly Gly Ala lie 

Leu Glu Leu Ser 
560 

Leu Thr Glu Ser 
575 

Tyr Asn Ser Ala 
590 

Thr Leu Ser Asn 
605 

Lys Ala lie Val 

Val Glu Gly Glu 
640 

Glu Gly Ser Ser 
655 

Ala Asp Thr Gly 
670 

Asp Thr Gly Asn 
685 

Ser Asn Glu Glu 

Glu Asn Thr Asp 
720 

Glu Ser Val Ser 
735 

Gly Gly Ala Ala 
750 

Ala Asn Ala Cys 
765 

Pro Val Ser Asn 

Pro Asp Ser Ser 
800 

Thr Glu Pro Glu 
815 

Gly Gly Ala lie 
830 

Gin Gly lie Phe 
845 

Ser Ser Ser Lys 

Leu Phe Asn Leu 
880 

Gly lie Leu Ser 
895 

Leu Ser Thr Leu 
910 
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(2) INFORMATIONS POUR LA SEQ ID NO: 1072: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 118 acides amines 

(B) - TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 103 173 3 103 2 08 6 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1072: 



Ser 


Asp 


Ser 


Ala 


Ser 


Val 


Arg 


Glu 


Gly 


Ala 


Ala 


Gly 


Ser 


Ala 


Val 


Glu 


1 








5 










10 










15 




Ala 


Lys 


Asn 


Arg 


Phe 


He 


Leu 


Ala 


Glu 


Ala 


Thr 


Thr 


Ser 


Xaa 


Val 


Leu 








20 










25 










30 






Ala 


Gly 


Glu 


Glu 


Glu 


Glu 


Gly 


Val 


Glu 


Asp 


Ser 


Gly Val 


Ser 


Val 


Val 






35 










40 










45 








Gly 


He 


Asp 


Ala 


Arg 


Ser 


Val 


Lys 


He 


Ala 


Pro 


Pro 


Asp 


Ser 


Phe 


Ala 




50 . 










55 










60 










Glu 


Phe 


Leu 


Val 


Arg 


Val 


Thr 


Val 


Phe 


Lys 


Leu 


Asp 


Lys 


Glu 


Ser 


Leu 


65 










70 










75 










80 


Leu 


Val 


Gin 


He 


Pro 


Pro 


Pro 


Cys 


Pro 


Leu 


Ala 


Val 


Phe 


Ser 


Glu 


Lys 










85 










90 










95 




He 


Thr 


Ser 


Pro 


Thr 


Arg 


Gly 


Gly 


Val 


Val 


He 


Leu 


Ser 


Leu 


Val 


Val 








100 










105 










110 






Leu 


Val 


Thr 


Asp 


Met 


Val 























115 



(2) INFORMATIONS POUR LA SEQ ID NO: 1073: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 1194 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement { 1033456 1037037 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1073: 



Leu 


He 


Thr 


His 


Gin 


Lys 


Asn 


Met 


Val 


Val 


Glu 


Pro 


Leu 


Leu 


Pro 


Lys 


1 








5 










10 . 










15 




Glu 


He 


Ser 


Gin 


Thr 


Tyr 


Thr 


Ser 


Asp 


Val 


Glu 


Thr 


He 


Pro 


Gly 


He 








20 










25 










30 






Thr 


Pro 


Val 


His 


Gly 


Glu 


Thr 


Val 


He 


Thr 


Gly 


Asn 


Lys 


Ser 


Thr 


Gly 






35 










40 










45 








Gly 


Asn 


Gly 


Gly 


Gly 


Val 


Cys 


Thr 


Lys 


Arg 


Leu 


Ala 


Leu 


Ser 


Asn 


Leu 




50 










55 










60 










Gin 


Ser 


He 


Ser 


He 


Ser 


Gly 


Asn 


Ser 


Ala 


Ala 


Glu 


Asn 


Gly 


Gly 


Gly 


65 










70 










75 










80 


Ala 


Tyr 


Thr 


Cys 


Pro 


Asp 


Ser 


Phe 


Pro 


Thr 


Ala 


Asp 


Thr 


Ala 


Glu 


Gin 










85 










90 










95 




Pro 


Ala 


Ala 


Ala 


Ser 


Ala 


Ala 


Thr 


Ser 


Thr 


Pro 


Glu 


Ser 


Asp 


Pro 


Val 
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100 

Ala Ser Thr Ala 
115 

Thr Leu Leu Ala 
130 

Lys Thr Gin Asp 
145 

Val Asp Thr Thr 

Tyr Ala Lys Lys 
180 

Glu Asn Ser Ala 
195 

Leu Lys Leu Asp 
210 

Gly Lys Glu Gly 
225 

Leu Lys Ser Gly 

Thr Gly Val Ala 
260 

Leu Gin Ala Ala 
275 

Tyr Ser Gly Val 
290 

Ser Gin Cys Ser 
305 

Asn Asn Pro Ser 

Ala Lys- Thr Ser 
340 

lie Phe Ser Gly 

. 355. 
Gin He Ala Gly 
370 

Pro Ala Thr Phe 
385 

Ser Ser Ser Ser 

Ala Gly Thr Ala 
420 

Thr Ala Asp Leu 
43 5 

Pro Arg Ala Thr 
450 

Leu Lys Asn Ser 
465 

Gly Ala He Tyr 

Phe Asn. Gin Asn 
500 

Lys Asp Ala Lys 
515- 

Lys Val Thr Ala 
530 

Asn Thr Ala Asn 
545 

Gin Ser Pro Gin 



Leu Ser Thr Pro 
120 

Ala Ser Ser Gin 
135 

Pro Asn Ala Asp 
150 

He Ser Lys Asn 
165 

Ala Lys Met Ser 

Thr Glu He Gly 
200 

Ala Leu Val Ser 
215 

Gly Gly Leu His 

23.0 

Phe Ser Phe Ser 
245 

Thr Thr Ala Ser 

Ala Ala Ala Ala 
280 

Val Gly Gly Ala 
295 

Gly Thr Cys Gin 
310 

Gin Ser Ser Leu 
325 

Leu Ser He Arg 

Asn Ser Val Ser 
360 

Gly Ala He Tyr 
375 

Ser Asn Asn Thr 
390 

Gly Asn Ser He 
405 

He Thr Leu Ser 

Gly Ala Ala He 
440 

Ser Gly Ser Gin 
455 

Ser Phe He Phe 
470 

Ser Pro Ser Val 
485 

Thr Ser Thr His 

He Glu Ser Leu 
520 

Thr Gin Ala Ser 
535 

Tyr Gly Ala Ala 
550 

Thr Asp Ala He 
565 



105 

Ser Ser Ser Thr 

Ala Ser Pro Ala 
140 

Thr Asp Leu Leu 
155 

Thr Ala Lys Lys 
170 

Arg He Asp Gin 
185 

Gly Gly He Cys 

Leu Ser Val Thr 
220 

Ala Lys Thr Val 
235 

Asn Asn Lys Ala 
250 

Ala Pro Ala Ala 
265 ■ 

Pro Ser Ser Pro 

He Tyr Gly Glu 
300 

Phe Ser Gly Asn 
315 

Asn Val Gin Gly 
330 

Ser Ser Asp Ala 
345 

Thr Gly Lys Ser 

Ser Pro Thr Val 

. 380 

Ala Ser Met Ala 
395 

Lys Asp Thr He 
410 

Gly Val Ser Arg 
425 

Gly Thr Leu Ala 

Asn Ser He Thr 
460 

Glu Arg Asn Gin 
475 

Ser He Lys Gly 
490 

A.sp Gly Ser Ala 
505 

Gly Ser Val Leu 

Ser Ala Thr Ser 
540 

He Phe Gly Asp 
555 

Leu Thr Leu Leu 
570 



110 

Val Ser Ser Leu 
125 

Thr Ser Asn Glu 

He Asp Tyr Val 
160 

Gly Gly Gly He 
175 

Leu Asn He Ser 
190 

Cys Lys Lys Ser 
205 

Glu Asn Leu Val 

Asn lie Ser Asn 
240 

Asn Ser Ser Ser 
255 

Ala Ala Ala Ser 
270 

Ala Thr Pro Thr 
285 

Gin Phe Thr Phe 

Gin Ala He Asp 
320 

Gly Ala He Tyr 
335 

Gly Thr Ser Tyr 
350 

Gin Thr Thr Gly 
365 

Thr Leu Asn Cys 

Thr Pro Lys Thr 
400 

Gly Gly Ala He 
415 

Phe Ser Gly Asn 
430 

Asn Ala Asn Thr 
445 

Glu Lys He Thr 

Ala Asn Lys Arg 
480 

Asn Asn He Thr 
495 

He Tyr Phe Thr 
510 

Phe Thr Gly Asn 
525 

Gly Gin Asn Thr 

Pro Gly Thr Thr 
560 

Ala Ser Ser Gly 
575 
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Asn lie Thr Phe Ser Asn Asn Ser Leu Gin Asn Asn Gin Gly Gly Thr 

580 585 590 

Pro Ala Ser Lys Phe Cys Ser lie Ala Gly Tyr Val Lys Leu Ser Leu 

595 600 605 

Gin Ala Thr Lys Gly Lys Thr lie Ser Phe Phe Asp Cys Val His Thr 

610 615 620 

Ser Thr Lys Lys Thr Gly Ser Thr Gin Asn Val Tyr Glu Thr Leu Asp 
625 630 635 640 

lie Asn Lys Lys Glu Asn Ser Lys Pro Tyr Thr Gly Thr lie Val Phe 

645 650. 655 

Ser Ser Glu Leu His Glu Asn Lys Ser Tyr lie Pro Gin Asn Ala He 

660 665 670 

Leu His Asn Gly Thr Leu Val Leu Lys Glu Lys Thr Glu Leu His Val 

675 . 680 685 

Val Ser Phe Glu Gin Lys Glu Gly Ser Lys Leu He Met Glu Pro Gly 

690 695 700 

Ala Val Leu Ser Asn Gin Asn He Ala Asn Gly Ala Leu Ala He Asn 
705 710, 715 720 

Gly Leu Thr He Asp Leu Ser Ser Met Gly Thr Pro Gin Ala Gly Glu 

725 730 735 

He Phe Ser Pro Pro Glu Leu Arg He Val Ala Thr Thr Ser Ser Ala 

740 745 750 

Ser Gly Arg Ser Gly Val Ser Arg Ser He Pro Thr Asn Pro Lys Gly 

755 760 765 

He Ser Ala Ala Ala Pro Ser Gly Ser Ala Ala Thr Thr Pro Thr Met 

770 775 780 

Ser Glu Asn Lys Val Phe Leu Thr Gly Asp Leu Thr Leu He Asp Pro 
785 790 795 800 

Asn Gly Asn Phe Tyr Gin Asn Pro Met Leu Gly Ser Asp Leu Asp Val 

805 810 815 

Pro Leu He Lys Leu Pro Thr Asn Thr Ser Asp Val Gin Val Tyr Asp 

820 825 830 

Leu Thr Leu Ser Gly Asp Leu Phe Pro Gin Lys Gly Tyr Met Gly Thr 

835 .840 . , 845 

Trp Thr Leu Asn Ser Asn Pro Gin Thr Gly Lys Leu Gin Ala Arg Trp 

850 855 860 

Thr Phe Asp Thr Tyr Arg Arg Trp Val Tyr He Pro Arg Asp Asn His 
865 870 875 880 

Phe Tyr Ala Asn Ser He Leu Gly Ser Gin Asn Ser Met He Val Val 

885 890 895 

Lys Gin Gly Leu He Asn Asn Met Leu Asn Asn Ala Arg Phe Asp Asp 

900 905 910 

He Ala Tyr Asn Asn Phe Trp Val Ser Gly Val Gly Thr Phe Leu Ala 

915 - 920 925 

Gin Gin Gly Thr Pro Leu Ser Glu Glu Phe Ser Tyr Tyr Ser Arg Gly 

930 935 940 

Thr Ser Val Ala He Asp Ala Lys Pro Arg Gin Asp Phe He Leu Gly 
945 950 955 960 

Ala Ala Phe Ser Lys Met Val Gly Lys Thr Lys Ala He Lys Lys Met 

965 970 975 

His Asn Tyr Phe His Lys Gly Ser Glu Tyr Ser Tyr Gin Ala Ser Val 

980 985 990 

Tyr Gly Gly Lys Phe Leu Tyr Phe Leu Leu Asn Lys Gin His Gly Trp 

995 1000 1005 

Ala Leu Pro Phe Leu He Gin Gly Val Val Ser Tyr Gly His He Lys 

1010 1015 1020 

His Asp Thr Thr He Leu Tyr Pro Ser He His Glu Arg Asn Lys Gly 
1025 1030 1035 1040 

Asp Trp Glu Asp Leu Gly Trp Leu Ala Asp Leu Arg He Ser Met Asp 
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1045 1050 1055 

Leu Lys Glu Pro Ser Lys Asp Ser Ser Lys Arg lie Thr Val Tyr Gly 

1060 1065 1070 

Glu Leu Glu Tyr Ser Ser lie Arg Gin Lys Gin Phe Thr Glu lie Asp 

1075 1080 1085 

Tyr Asp Pro Arg His Phe Asp Asp Cys Ala Tyr Arg Asn Leu Ser Leu 

1090 1095 1100 

Pro Val Gly Cys Ala Val Glu Gly Ala lie Met Asn Cys Asn lie Leu 
1105 1110 1115 1120 

Met Tyr Asn Lys Leu Ala Leu Ala Tyr Met Pro Ser lie Tyr Arg Asn 

1125 1130 1135 

Asn Pro Val Cys Lys Tyr Arg Val Leu Ser Ser Asn Glu Ala Gly Gin 

1140 1145 1150 

Val lie Cys Gly Val Pro Thr Arg Thr Ser Ala Arg Ala Glu Tyr Ser 

1155 1160 1165 

Thr Gin Leu Tyr Leu Gly Pro Phe Trp Thr Leu Tyr Gly Asn Tyr Thr 

1170 1175 1180 

lie Asp Val Gly Met Tyr Thr Tyr Arg Lys 
1185 1190 



(2) INFORMATIONS POUR LA SEQ ID NO: 1074: 

(i) CARACTER I STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 79 acides amines 

<B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE : oui 



(viii) POSITION DANS LE GENOME: 103 5674 103 59 10 

(Xi) DESCRIPTION DE LA SEQUENCE : ' SEQ ID NO: 1074: 

Asp Pro Leu Val Ala Leu Gly Val Phe Ala Leu Ala Arg Val Pro lie 

15 10 15 

Ala Ala Pro Lys Ser Ala Val Phe Pro Glu Asn Arg Glu Thr Pro Asp 

20 25 30 

Arg Val Met Ala Val Pro Ala Met Ala Pro Pro Met Val Ser Leu lie 

35 40 45 

Glu Phe Pro Glu Asp Glu Glu Val Phe Gly Val Ala lie Glu Ala Val 

50 55 60 

Leu Leu Glu Asn Val Ala Gly Gin Phe Asn Val Thr Val Gly Glu 
65 70 75 



(2) INFORMATIONS POUR LA SEQ ID NO: 1075: 



(i) CARACTER I STIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 111 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: 103 617 5 . .103 6507 



1752 



(Xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1075: 



Val 


Gly 


Val 


Ala 


Gly 


Asp 


Asp 


Gly 


Ala 


Ala 


Ala 


Ala 


Ala 


Ala 


Cys 


Arg 


1 








5 










10 










15 




Glu 


Ala 


Ala 


Ala 


Ala 


Ala 


Gly 


Ala 


Glu 


Ala 


Val 


Val 


Ala 


Thr 


Pro 


Val 








20 










25 










30 






Asp 


Glu 


Glu 


Phe 


Ala 


Leu 


Leu 


Phe 


GlU 


Lys 


Glu 


Lys 


Pro 


Asp 


Phe 


Arg 






35 










40 










45 








Leu 


Glu 


He 


Phe 


Thr 


Val 


Leu 


Ala 


Cys 


Lys 


Pro 


Pro 


Pro 


Ser 


Phe 


Pro 




50 










55 










60 










thr 


Arg 


Phe 


Ser 


Val 


Thr 


Asp 


Lys 


Glu 


Thr 


Arg 


Ala 


Ser 


Ser 


Phe 


Lys 


65 










70 










75 










80 


Asp 


Phe 


Leu 


Gin 


Gin 


He 


Pro 


Pro 


Pro 


He 


Ser 


Val 


Ala 


Glu 


Phe 


Ser 










85 










90 










95 




Glu 


He 


Phe 


Ser 


Trp 


Ser 


Met 


Arg 


Asp 


He 


Leu 


Ala 


Phe 


Leu 


Ala 










100 










105 










110 







(2) INFORMATIONS POUR LA SEQ ID NO: 1076: 

(i) CARACTERISTIQUES DE LA SEQUENCE: 

(A) LONGUEUR: 542 acides amines 

(B) TYPE: acide amine 

(D) CONFIGURATION: lineaire 

(iii) HYPOTHETIQUE: oui 



(viii) POSITION DANS LE GENOME: complement ( 1 03 69 67 . . 1 03 85 9 2 ) 
(xi) DESCRIPTION DE LA SEQUENCE: SEQ ID NO: 1076: 



Leu Asn Phe Ser Arg Val Gly Thr Ser Ser Ser Thr Thr Phe Thr Glu 

1 5 10 15 

Thr Val Gly Glu Ala Gly Ala Glu Tyr He Val Ser Ser Asn Ala Ser 

20 25 30 

Phe Thr Lys Phe Thr Asn He Pro Thr Thr Asn Thr Thr Thr Pro Thr 

35 40 45 

Asn Ser Asn Ser Ser Ser Ser Asn Arg Glu Thr Ala Ser Val Ser Lys 

50 55 60 

Asp Ser Asp Ser Thr Thr Thr Thr Pro Asp Pro Lys Gly Gly Gly Xaa 
65 70 75 80 

Phe Tyr Asn Ala His Ser Gly Val Leu Ser Phe Met Thr Arg Ser Gly 

85 90 95 

Thr Glu Gly Ser Leu Thr Leu Ser Glu He Lys Met Thr Gly Glu Gly 

100 105 110 

Gly Ala He Phe Ser Gin Gly Glu Leu Leu Phe Thr Asp Leu Thr Gly 

115 120 125 

Leu Thr He Gin Asn Asn Leu Ser Gin Leu Ser Gly Gly Ala He Phe 

130 135 140 

Gly Gly Ser Thr He Ser Leu Ser Gly He Thr Lys Ala Thr Phe Ser 
145 150 155 160 

Ser Asn Ser Ala Glu Val Pro Ala Pro Val Lys Lys Pro Thr Lys Pro 

165 170 175 

Glu Ala Gin Thr Ala Gly Glu Thr Ser Gly Ser Ser Ser Ser Ser Gly 

180 . 185 190 

Asn Asp Ser Ala Ser Ser Ser Ser Ser Ser Lys Ala Glu Pro Ala Ala 
195 200 205 
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Ala. 


Asn 

ni ft 


Leu 


bin 


Ser 


n ± o 


Jr lifer 

Zi 1 J 


Tip 
J. JL 


v— y z> 


Ala 


Thr 


Ala 
220 


Thr 


Pro 


Ala 


Ala 


Gin 


Thr 


Asp 


mr 




1. I1X. 




Thr 


Pro 


Ser 


His 


Lys 


Pro 


Glv 


Ser 


Glv 


22 5 








ZJU 










23 5 










240 


Gly 


Ala 


lie 


Tyr 


Ala 
nid 


Lys 




Asp 


Leu 


Thr 


He 


Ala 


Asp 


Ser 


Gin 


Lvs 








*± -j 










250 










255 




Val 


Leu 


Phe 


Ser 
9 n 


lie 


Asn 


Lys 


Ala 


Thr 
265 


Lys 


Asp 


Gly 


Glv 


Ala 
270 


He 


Phe 


Ala 


Glu 


Lys 
275 


Asp 


vai 


ber 




Glu 
280 


Asn 


He 


Thr 


Ser 


Leu 
285 


Lys 


Val 


Gin 


Thr 


Asn 


Gly 


Aia 


pin 


P" T n 
blU. 


Lys 


Gly Gly Ala 


He 




Ala 


Lys 


Glv 


Asp 




290 










295 










300 










Leu 


Ser 


Tin 

lie 


pin 




Cnr 

o JL 


i_i_y 


bin 


Ser 


Leu 


Phe 


Asn 


Ser 


Asn 


TVr 

J: 


Ser 


3 05 










310 










315 










320 


Lys 


Gin 


Gly 




pi ir 

vj_i_y 


Ala 


Leu 


Tyr 


vai 


pin 
blU 


Glv 


Asn 


He 


Asn 


Phe 


Gin 








"IOC 

J z J 




















335 




Asp 


Leu 


Glu 


Glu 


lie 


Arg 


He 


Lys 


Tyr 


Asn 


Lys 


Ala 


Glv 


Thr 


Phe 


Lvs 






7 /in 
J 4t U 










1 A C 










350 






Thr 


Lys 


Lys 

*5 C C 
J J J 


lie 


mr 


Leu 


Pro 


Ser 


Lys 




Gin 


Ala 


Ser 
365 


Ala 


Glv 


Asn 


Ala 


Asp 
370 


Ala 


Trp 


Ala 

Ala 


Ser 


Ser 
375 


Ser 


Pro 




Ser 


Ser 
380 


Ser 


Glv 


Ala 


Thr 


Thr 


Val 


Ser 


Asp 


Ser 


Gly Asp 


Ser 


Ser 


Ser 


Gly 


Ser 


Asn 


Ser 


Asp 


Thr 


3 85 








390 










395 










400 


Ser 


Lys 


Thr 


val 


Pro 


Val 


Thr 


Ala 


Lys 


Gly 


Gly 


Gly 


Leu 


Tvr 


Thr 


Asp 


















410 










415 




Lys 


Asn 


Leu 


Ser 


lie 


Thr 


Asn 


lie 


Thr 


Gly 


Tip 


He 


Glu 


He 


Ala 


He 






A O fi 
4* U 










425 










430 






Asn 


Lys 


Ala 


Thr 


Asp 


Val 


Gly 


Gly 


Gly 


Ala 




Val 


Lys 


Glv 


Thr 


Leu 




A ~i C 










440 










445 








Thr 


Cys 

4 b U 


Lys 


Asn 


Ser 


His 


Arg 
455 


Leu 


Gin 


Phe 


Leu 


Lys 
460 


Asn 


Ser 


Ser 


Asp 


Lys 




L>iy 




pi v 


He 


Tyr 


Gly 


Glu 


Asp 


Asn 


He 


Thr 


Leu 


Ser 


Asn 


465 










470 










475 










480 


Leu 


Thr 


Gly 


Lys 


Thr 


Leu 


Phe 


Gin 


Glu 


Asn 


Thr 


Ala 


Lys 


Lys 


Glu 


Gly 








485 










490 










495 




Gly 


Gly 


Leu 


Phe 


He 


Lys 


Gly 


Thr 


Asp 


Lys 


Ala 


Leu 


Thr 


Met 


Thr 


Gly 




5 00 










505 










510 






Leu 


Asp 


Ser 


Phe 


Cys 


Leu 


lie 


Asn 


Asn 


Thr 


Ser 


GlU 


Lys 


His 


Gly 


Gly 




515 










520 










525 








Gly 


Ala 


Phe 


Val 


Thr 


Gin 


Arg 


Asn 


Leu 


Ser 


Asp 


Leu 


His 


Leu 






530 










535 










540 
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RE VEND I CAT I ONS 

1. Sequence nucleot idique de sequence SEQ ID N° 1 du 
genome de Chlamydia trachomatis LGV2 . 

2. Sequence nucleot idique de Chlamydia. trachomatis, 

caracterisee en ce qu'elle est choisie parmi : 

a) une sequence nucleot idique comportant au moins 99,9 % 
d'identite avec la sequence SEQ ID N° 1 ,- 

b) une sequence nucleotidique homologue a la sequence SEQ 
ID N° 1 ; 

c) une sequence nucleotidique complementaire de la sequence 
SEQ ID N° 1 ou complementaire d * une sequence nucleotidique 
telle que definie en a) , ou b) , et une sequence 
nucleotidique de leur ARN correspondant ; 

d) une sequence nucleotidique de fragment representatif de 
la sequence SEQ ID N° 1, ou de fragment representatif de 
sequence nucleotidique telle que definie en a), b) ou c); 

e) une sequence nucleotidique comprenant une sequence telle 
que definie en a) , b) , c) ou d) ; 

f) une sequence nucleotidique susceptible d'etre obtenue a 
partir d ' une sequence nucleotidique telle que definie en 
a) , b) , c) , d) ou e) ; et 

g) une sequence nucleotidique modifiee d'une sequence 
nucleotidique telle que definie en a), b) , c), d) , e) ou 
f ) . 

3. Sequence nucleotidique selon la revendicat ion 2, 
caracterisee en ce qu'elle est' choisie parmi les sequences 
0RF2 a ORF1076 . 

4. Sequence nucleotidique caracterisee en ce qu'elle 
comprend une sequence nucleotidique choisie parmi : 

a) une sequence nucleotidique selon la revendicat ion 3 ; 

b) une sequence nucleotidique homologue comportant au moins 
80 % d'identite avec une sequence nucleotidique selon la 
revendication 3 ou telle que definie en a) ; 



/ 
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c) une sequence nucleotidique complementaire ou d ' ARN 
correspondant a une sequence selon la revendication 3 ou 
telle que def inie en a) ou b) ; 

d) une sequence nucleotidique de fragment represent at if 
5 d 1 une sequence selon la revendication 3 ou d ' une sequence 

telle que def inie en a) , b) ou c) ; 

e) une sequence nucleotidique susceptible d'etre obtenue a 
partir d'une sequence selon la revendication 3 ou telle que 
def inie en a) , b) , c) ou d) ; et 

10 f) une sequence nucleotidique modifiee d'une sequence selon 
la revendication 3 ou telle que def inie en a) , b) , c) , d) 
ou e) . 

5 . Polypeptide code par une sequence nucleotidique selon 
15 1 1 une des revendicat ions 2 a 4. 

6. Polypeptide selon la revendication 5, caracterise en ce 
qu'il est code par un fragment representat if correspondant 
a une sequence ORF d'une sequence nucleotidique selon 1 1 une 

20 des revendicat ions 1 a 4 . 

7. Polypeptide de Chlamydia trachomatis, caracterise en ce 
qu ' il est choisi parmi les sequences SEQ ID N°2 a SEQ ID 
N°1076 . 

25 

8. Polypeptide caracterise en ce qu'il comprend un 
polypeptide choisi parmi : 

a) un polypeptide selon I'une des revendicat ions 5 a 7 ; 

b) un polypeptide homologue a un polypeptide selon 1 • une 
30 des revendications 5 a 7, ou tel que defini en a) ; 

c) un fragment d ' au moins 5 acides amines d * un polypeptide 
selon 1 ' une des revendications 5 a 7 , ou tel que defini en 

a) ou b) ; 

d) un fragment biologiquement actif d • un polypeptide selon 
35 l'une des revendications 5 a 7, ou tel que defini en a), 

b) ou c) ; et 
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e)un polypeptide modifie d'un polypeptide selon 1 ' une des 
revendications 5 a 7 ou tel que def ini en a) , b) , c) ou d) . 

9. Sequence nucleot idique codant pour un polypeptide 
5 selon la revendicat ion 8 . 



10. Vecteur de clonage, et/ ou d ' expression , caracterise 
en ce qu f il contient une sequence nucleot idique selon 1 ' une 
des revendications 2 a 4, et 9 . 



15 
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